A

\‘a\
*Tue Aug 14 11:34:19 2001

GenCore version 4.5
Copyright (c) 1993 - 2000 Compugen Ltd.
OM nucleic - nucleic search, using sw model

Run on: August 9, 2001, 23:31:06 ; Search time 2385.2 Seconds
(without alignments)

8715.686 Million cell updates/sec

Title: US-09-670-568B-2_COPY_145_1488
Perfect score: 1344
Sequence: 1 atgtcccagagcacacagac. .. ... ....caaaccgatcagtgtaccca 1344
Scoring table: IDENTITY_NUC
Gapop 10.0 , Gapext 1.0
Searched: 1344157 seqs, 7733874588 residues
Total number of hits satisfying chosen parameters: 2688314

Minimum DB seq length: 0
Maximum DB seq length: 2000000000

Post-processing: Minimum Match 0%
Maximum Match 100%
Listing first 45 summaries

Database : GenEmbl : *
gb_bal:*
gb_ba2:*
gb_ba3:*
gb_inl:*
gb_in2:*
gb_in3:*
gb_om:*
gb_ov:*
gb_patl:*
gb_pat2:*
gb_ph:*

12: gb_pll:*

13: gb_pl2:*

14: gb_pl3:*

15: gb_pld:*

16: em_bal:*

17: em_ba2:*

18: em_fun:»

19: em_htgo_hum:*
20: em_htgo_inv:*
21: em_htgo_rod:* ‘
22: em_htg_huml:*
23: em_htg_hum2:+*
24: em_htg_hum3:*
25: em_htg_hum4:*
26: em_htg_hum5:*
27: em_htg_hum6:*
28: em_htg_hum7:+
29: em_htg_hum8:*
30: em_htg_invl:*
31: em_htg_inv2:*
32: em_htg_other:*
33: em_htg_rod:*
34: em_huml:*

35: em_hum2:*

36: em_hum3:*

37: em_humd:*

38: em_humS:*

39: em_hum6:*

40: em_hum?7:*

41: em_in:*

42: em_om:*

43: em_or:*
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44: em_ov:*
45: em_pat:*
46: em_ph:*
47: em_pl:*
48: em_ro:*
49: em_sts:*
50: em_sy:*
51: em_un:*
52: em_vi:*

65:
66:
67:
68:
69:
70:
71: *
72: gb_htgl3:*
73: gb_htgld4:=*
74: gb_htgl5:*
75: gb_htgl6:*
76: gb_htgl7:*
77: *

*

*

93:
94:
95:
96:
97:
98:

Pred. No. is the number of results predicted by chance to have a
score greater than or equal to the score of the result being printed,
and is derived by analysis of the total score distribution.

SUMMARIES
2

. Query

Score Match Length DB ID Description
1344 100.0 1347 88 AF075428 AF075428 Homo sapi
1344 100.0 2816 85 AB016072 AB016072 Homo sapi
1232 91.7 1551 88 AF075432 AF075432 Homo sapi
1232 91.7 1926 88 AF075430 AF075430 Homo sapi
1232 91.7 2031 89 AFl116771 AF116771 Homo sapi

kuu wp.q uuuommwmowmoqu >m0Hmoqu=030mme
1232 91.7 4846 9 AX009538 . AX009538 Sequence
1232 91.7 4849 92 HSA16961 Y16961 Homo sapien
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9 1140.6 84.9 1182 88 AF075429
10 1121.2 83.4 1452 94 AF075434
11 1057.6 78.7 1668 94 AF075435
12 1057.6 78.7 2043 94 AF075436
13 1048 78.0 4991 95 RSKET
14 1031.2 76.7 2082 88 AF061512
15 1031.2 76.7 4708 9 AX009537
16 1031.2 76.7 4756 88 AF091627
17 1028.6 76.5 1386 88 AF075433
18 1028.6 76.5 1761 88 AF075431
19 1026.4 76.4 2820 85 AB010153
20 948.2 70.6 1170 94 AF075437
21 884.6 65.8 1386 94 AF075438
22 884.6 65.8 1761 94 AF075439
23 884.6 65.8 4669 94 AB010152
24 770.6 57.3 1506 85 AB042841
25 752 56.0 1749 8 AB045224
26 646.6 48.1 1098 8 AF314148
27 466.8 34.7 1817 9 A64599
28 466.8 34.7 1870 9 A64597
29 466.8 34.7 2156 9 A64586
30 466.8 34.7 2234 97 HSY11416
31 466.4 34.7 1521 9 A64595
32 466.4 34.7 1764 9 A64593
33 465.4 34.6 2155 94 MMU19235
34 463.8 34.5 2034 9 A64584
35 463.8 34.5 2874 9 A64582
36 463.8 34.5 2874 91 CAY11419
37 461.2 34.3 2452 48 MMU19234
38 458.6 34.1 2040 9 A64588
39 440.2 32.8 2214 8 AF043641
40 272.4 20.3 2172 8 XELP53AA
41 272.4 20.3 2192 8 XLPS3R
42 270.6 20.1 2167 8 S68353
43 266.2 19.8 2164 8 XLRNAPS3
44 263.2 19.6 2342 B SMOP53
45 259.6 19.3 508 91 F116756S504
ALIGNMENTS
RESULT 1
AF075428
LOCus AF075428 1347 bp MRNA
DEFINITION Homo sapiens TA p63 gamma mRNA,
ACCESSION AF075428
VERSION AF075428.1 GI:3695077
KEYWORDS
SOURCE human.
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata;
Mammalia; Eutheria;
REFERENCE 1 (bases 1 to 1347)
AUTHORS Yang,A., Kaghad,6 M., Wang, Y.,
Andrews,N.C., Caput,D. and McKeon, F.
TITLE p63, a p53 homolog at 3q27-29,
transactivating,
JOURNAL  Mol. Cell 2 (3), 305-316 (1998)
" MEDLINE 98448095
REFERENCE 2 (bases 1 to 1347)
AUTHORS Yang,A., Kaghad,M., Caput,D. and McKeon, F.
TITLE Direct Submission
JOURNAL Submitted (30-JUN-1998) Cell Biclogy,
Longwood Ave, Boston, MA 02115, USA
FEATURES Location/Qualifiers
source 1. .1347
/organism="Homo sapiens"
/db_xref="taxon:9606"
/chromosome="3"
/map="3q27-q29*
CDS 1. .1347

/function="transcription factor"

Primates; Catarrhini; Hominidae; Homo.

complete cds.

Gillett,E., Fleming,M.D., Dotsch,V., Il
Db 481 AAACTCTACTGCCAAATTGCAAAGACATGCCCCATCCAGATCAAGGTGATGACCCCACCT 540
encodes multiple products with
death-inducing, and dominant-negative activities Qy 541 nnnommmmmmnnmﬂnmnoownmnomnmnonmnnnmommmmmmoonmmmnmnmﬁomomamm 600

[AEEAREARERE
Db 541 CCTCAGGGAGCTGTTATCCGCGCCATGCCTGTCTACAAAAAAGCTGAGCACGTCACGGAG 600

:muowumqouumwvlwloowﬁlwnmlwamm.Hmm

AF075429 Homo sapi
AF075434 Mus muscu
AF075435 Mus muscu
AF075436 Mus muscu
Y10258 Rattus norv
AF061512 Homo sapi o
AX009537 Sequence

AF091627 Homo sapi
AF075433 Homo sapi
AF075431 Homo sapi
AB010153 Homo sapi
AF075437 Mus muscu
AF075438 Mus muscu

Page 2

/note="first splice variant; related to p53 and p73°
/codon_start=1 :

/product="TA p63 gamma"

/protein_id="AAC62633.1"

/db_xref="GI:3695078"
\nnmsmwmn»o=|=ZmOmeoezmwrmnm<mo:HZUmrmovHnm<ommurzm<omvmmo
GATNKIEISMDCIRMQDSDLSDPMWPQYTNLGLLNSMDOQIQNGSSSTSPYNTDHAQN
SVTAPSPYAQPSSTFDALSPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELK
KLYCQIAKTCPIQIKVMTPPPQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQ
H?vvmmbHm<mome>o<<mchenzom<F<v<mvvo<nemmee<r<zm202mmn<mo
MNRRPILIIVTLETRDGQVLGRRCFEARICACPGRDRKADEDSIRKQQVSDSTKNGDG
TKRPFRQNTHGIQMTSIKKRRSPDDELLYLPVRGRETYEMLLK IKESLELMQYLPQHT
IETYRQOQQQQHQHLLOKHLLSACFRNELVEPRRETPKQSDVFFRHSKPPNRSVYP "

AF075439 Mus muscu BASE COUNT 374 a 381 ¢ 317 g 275 t
AB010152 Mus muscu ORIGIN :

AB042841 Homo sapi
AB045224 Gallus ga
AF314148 Xenopus 1 Query Match 100.0%; Score 1344; DB 88; Length 1347;
A64599 Sequence 18 Best Local Similarity 100.0%; Pred. No. 0;
A64597 Sequence 16 Matches 1344; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;
A64586 Sequence 5

Y11416 H.sapiens m Qy 1 mﬁonnoomomoomnmomomommmnmmmnﬁoonowmﬁnommmmoﬂﬁﬁﬁonmmnmﬁmnonmm 60
A64595 Sequence 14 FLELVELEETereeireen [RERRNAE FEEVEELEIERE e it
A64593 Sequence 12 Db 1 >HQeOOO>Owoo&o>0#m>ow>>eow>eeonHn>oH00>Q>moeeaeon>n0>a>eﬂeom 60
¥19235 Mus musculu
A64584 Sequence 3 Qy 61 mmﬁﬁnnnncowmomooonmwmﬁmnnomannnmmoonmﬁnomnﬂnmwmnﬁnﬁmnmmmnamm 120
A64582 sequence 1 ELLCIEEEEEI Y ettt PELERULITET Rt
¥11419 C.aethiops Db 61 Q>eeeeoeoO>>Obmooebe>anaeo>oeeo>Ooonweao>oaen>>06660300>am>> 120
Y¥19234 Mus musculu
A64588 Sequence 7 Qy 121 oomﬁommmmomﬂoononmmnmmmommmmﬁnmmmmnnmaomnmmmonmﬁmnooanmnmnmm 180
AF043641 Barbus ba PELVLRLECL e e br et PLELVELTEL ettt
M36962 X.laevis p5 Db 121 OOPHO>O$>Q>emneoon>0>>>0>>n>eeobn»ee>oo>e®o>oeoa&eonmn>aan>m 180
X05191 Xenopus lea .
568353 pS3=tumor s Qy 181 mmonomamoonmmmnmmooonwnwﬁmmoomommnmomnmmwonHQQQQOﬁnonmmmomon 240
X77546 X.laevis mR ARRNERRRRRERRANE [NERNRRR SN ERRARANRRA RN E NNy
M75145 S.irideus t Db 181 o>oeoom>00en»oembnonnbene0000>0>08>O>nmb>nnemmamnannqo§>0wnn 240
AF116759 Homo sapi
’ Qy 241 mﬁoamonmonwmmnﬂomomwQQQOﬁonnamnoomoommnnoowmnmmnmnmmmnomooow 300

[RSRAREY
Db 241 ATGGACCAGCAGATTCAGAACGGCTCCTCGTCCACCAGTCCCTATAACACAGACCACGCG 300

Qy 301 amommcmoomnnmommnooocnOQOOOﬁmomnmommonom@nﬁnomonnnommnmnﬁnnn 360

PEVLLETER e n [RERERRL FELEEIILVEIE e et
Db 301 O>D>>O>nonanbonQOQOOOHOQOOOH>OQO>O>GOOO>QOHOO>ODHHOO>HQOHOHO 360

04-0CT-1998

Qy 361 noﬁonmﬂomonnonomnnooownommomoowwnnmnnnmmmnnomownmonﬁnommownm 420

FUEVELRLELEEng [RARNEAR! NN SNRARNRAENN AR LR
Db 361 eneOO>HO>00000O>HOOOOe00>>n>0Oo>06wnnn>mnonOOO>O>QHHHOO>OOHO 420
Qy 421 noonﬁnnmmomOﬁommoowooannmmwnomwnnwnonmmmnmnmﬂﬁoanﬁmwmonmmmm 480

ELELLELEEE et [AENNEENRRERRRERRAY! [ERENERN
Vertebrata; Euteleostomi; Db 421 enneHO0>OO>0HOQ>OO$OOOnnwbmanmQOObOOHmQ>OQH>HHOO>OHQ>§OHO?>Q 480

Qy 481 mmmnnOﬂmnnonnmmmnnmnmmmmmomnmnoonmnonmmmnommmmﬁmmnmwoooow00n 540
IRSRNERR

Qy 601 mwmmﬁmmmmnm@nmononmmoomnommnnommnnwﬁmmmﬁﬁommoomammmowomnﬁmoo 660
LEERLENTItd
Harvard Medical School, 240 Db 601 GTGGTGAAGCGGTGCCCCAACCATGAGCTGAGCCGTGAATTCAACGAGGGACAGATTGCC 660

Qy 661 QOﬁoonmmﬁownnﬁomdﬂommmﬂm@mmommmmnmmonwnmnoommnmﬁmnmmmmomﬁooo 720

FETEITTL )
Db 661 CCTCCTAGTCATTTGATTCGAGTAGAGGGGAACAGCCATGCCCAGTATGTAGAAGATCCC 720

Qy" 721 mﬁownmmmmmomom@mmﬂ@ﬁ@Oﬁomnmonﬁﬂmnmmonomnnoomomﬁnmoomoﬁ@mmnﬁo 780

FELTEINTE
Db 721 ATCACAGGAAGACAGAGTGTGCTGGTACCTTATGAGCCACCCCAGGTTGGCACTGAATTC 780

VLRIV et IVLTELELELNT
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Qy 781 acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgeegt 840
[ARR! [NRARARRR [ARRERERNAN IR AR AR AN AR AR
Db 781 ACGACAGTCTTGTACAATTTCATGTGTAACAGCAGTTGTGTTGGAGGGATGAACCGCCGT 840
Qy 841 ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgetge 900
FORRLIEE ikl IRV R i bt e e et
Db 841 CCAATTTTAATCATTGTTACTCTGGAAACCAGAGATGGGCAAGTCCTGGGCCGACGCTGC 900
Qy 901 tttgaggcccggatctgtgcttgcccaggaagagacaggaaggcggatgaagatagcate 960
111 FIVELLETLT FLELELERLE TR i et et el
Db 901 TTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGACAGGAAGGCGGATGAAGATAGCATC 960
Qy 961 agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgcccgtttegt 1020
[AEREXERRRR] PEVLCEEEV T R R R T e i el
Db 961 AGAAAGCAGCAAGTTTCGGACAGTACAAAGAACGGTGATGGTACGAAGCGCCCGTTTCGT 1020
Qy 1021 cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa 1080
[IRRRRNNR FIELRLLTY FIVLTELE
Db 1021 CAGAACACACATGGTATCCAGATGACATCCATCAAGAAACGAAGATCCCCAGATGATGAA 1080
Qy 1081 ctgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagag 1140
H THEVTET TRLVTRRETR R e bbb e erinsl
Db 1081 CTGTTATACTTACCAGTGAGGGGCCGTGAGACTTATGAAATGCTGTTGAAGATCAAAGAG 1140
Qy 1141 tccctggaactcatgcagtaccttcctcagcacacaattgaaacgtacaggcaacagcaa 1200
[RESARRNSNNRANAR PRI E R Ry e ety e et
Db 1141 TCCCTGGAACTCATGCAGTACCTTCCTCAGCACACAATTGAAACGTACAGGCAACAGCAA 1200
Qy 1201 cagcagcagcaccagcacttacttcagaaacatctcctttcagectgettcaggaatgag 1260
AERARNRNRRRRRERE! FRRTVEORE I b i b ity e et ety
Db 1201 CAGCAGCAGCACCAGCACTTACTTCAGAAACATCTCCTTTCAGCCTGCTTCAGGAATGAG 1260
Qy 1261 cttgtggagccccggagagaaactccaaaacaatctgacgtettetttagacattecaag 1320
AENENERERNEREARY PECRRETRETereererennnn [EERSANARARNN
Db 1261 CTTGTGGAGCCCCGGAGAGAAACTCCAAAACAATCTGACGTCTTCTTTAGACATTCCAAG 1320
Qy 1321 cccccaaaccgatcagtgtaccca 1344
1 [EEERLARARN 1l
Db 1321 CCCCCAAACCGATCAGTGTACCCA 1344
RESULT
AB016072
LOCUS AB016072 2816 bp mRNA PRI 06-FEB-1999
DEFINITION Homo sapiens mRNA for p51A, complete cds.
ACCESSION AB016072
VERSION AB016072.1 GI:3510327
KEYWORDS p51A.
SOURCE Homo sapiens skeletal muscle cDNA to mRNA.
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 2816)
AUTHORS Ikawa,S. and Osada, M.
TITLE Direct Submission
JOURNAL Submitted (10-JUL-1998) to the DDBJ/EMBL/GenBank databases.
Shuntaro Ikawa, Institute of Development, Aging and Cancer,
Department of Cell Biology; 4-1 Seiryo-machi, Sendai, *Miyagi
980-8575, Japan (E-mail:sikawa@idac.tohoku.ac.jp,
Tel:81-22-717-8484, Fax:81-22-717-8488)
REFERENCE 2 (sites)
AUTHORS Osada,M., Ohba,M., Kawahara,C., Ishioka,C., Kanamaru,R., Katoh,I.,
Ikawa,Y., Nimura,Y., Nakagawara,A., Obinata,M. and Ikawa,S.
TITLE Cloning and functional analysis of human p51, which structurally
and functionally resembles pS3
JOURNAL Nat. Med. 4 (7), 839-843 (1998)
MEDLINE 98324755
FEATURES Location/Qualifiers
source 1. .2816

/organism="Homo sapiens"®
/db_xref="taxon:9606"
/chromosome=*3"
/map="3q28"

us-09-670-568b-2_copy_145_1488.rge

Page

/tissue_type="skeletal muscle”

0;

CDS 145. .1491
/codon_start=1
/product="p51A"
/protein_id="BAA32592.1"
/db_xref="GI:3510328"
/translation="MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSED
GATNKIETSMDCIRMQDSDLSDPMWPQYTNLGLLNSMDOQOIQNGSSSTSPYNTDHAQN
SVTAPSPYAQPSSTFDALSPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELK
KLYCQIAKTCPIQIKVMTPPPQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQ
IAPPSHLIRVEGNSHAQYVEDPITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGG
MNRRPILIIVTLETRDGQVLGRRCFEARICACPGRDRKADEDSIRKQQVSDSTKNGDG
TKRPFRQNTHGIQMTSIKKRRSPDDELLYLPVRGRETYEMLLKIKESLELMQYLPQHT
IETYRQOQOQQHQHLLQKHLLSACFRNELVEPRRETPKQSDVFFRHSKPPNRSVYP"
BASE COUNT 781 a 658 c 619 g 758 t
ORIGIN
Query Match 100.0%; Score 1344; DB 85; Length 2816;
Best Local Similarity 100.0%; Pred. No. O;
Matches 1344; Conservative 0; Mismatches 0; Indels 0; Gaps
Qy 1 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttccagcatatetgg 60
SRR RN NN AR AR RN RN NN NNAE |
Db 145 ATGTCCCAGAGCACACAGACAAATGAATTCCTCAGTCCAGAGGTTTTCCAGCATATCTGG 204
Qy 61 gattttctggaacagcctatatgttcagttcageccattgacttgaactttgtggatgaa 120
PEOTETEIOEY e bty et iy ey |
Db 205 GATTTTCTGGAACAGCCTATATGTTCAGTTCAGCCCATTGACTTGAACTTTGTGGATGAA 264
Qy 121 ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcag 180
FEEEREREE et b e i el TELEELeerenel
Db 265 CCATCAGAAGATGGTGCGACAAACAAGATTGAGATTAGCATGGACTGTATCCGCATGCAG 324
Qy 181 gactcggacctgagtgaccccatgtggccacagtacacgaacctggggetectgaacage 240
FEVERETCT ettt e e et e ee ettt ity
Db 325 GACTCGGACCTGAGTGACCCCATGTGGCCACAGTACACGAACCTGGGGCTCCTGAACAGC 384
Qy 241 atggaccagcagattcagaacggctcctegtecaccagteccctataacacagaccacgeg 300
TEVELETELCL Tt ety r e e et
Db 385 ATGGACCAGCAGATTCAGAACGGCTCCTCGTCCACCAGTCCCTATAACACAGACCACGCG 444
Qy 301 cagaacagcgtcacggcgccctegeectacgcacageccagecteccacettiegatgetete 360
ENRRNRRRRARANNNAN NN ERR AN AR AR ARy |
Db 445 CAGAACAGCGTCACGGCGCCCTCGCCCTACGCACAGCCCAGCTCCACCTTCGATGCTCTC 504
Qy 361 tctccatcaccegecatccectecaacaccgactacccaggcecgeacagtttegacgtg 420
(RN [ARAERAL ARENERN] |
Db 505 TCTCCATCACCCGCCATCCCCTCCAACACCGACTACCCAGGCCCGCACAGTTTCGACGTG 564
Qy 421 tccttccagcagtcgagcaccgccaagteggecacctggacgtattccactgaactgaag 480
AEARARANERERRARN |
Db 565 TCCTTCCAGCAGTCGAGCACCGCCAAGTCGGCCACCTGGACGTATTCCACTGAACTGAAG 624
Qy 481 aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccecacct 540
VIR EV et e e b e e e e bbb g erererd |
Db 625 AAACTCTACTGCCAAATTGCAAAGACATGCCCCATCCAGATCAAGGTGATGACCCCACCT 684
Qy 541 cctcagggagctgttatccgcgccatgcctgtctacaaaaaagctgagcacgtcacggag 600
AR R RN E RN RN AR R RN RN [ERRSRRRRRRNAL
Db 685 CCTCAGGGAGCTGTTATCCGCGCCATGCCTGTCTACAAAAAAGCTGAGCACGTCACGGAG 744
Qy 601 gtggtgaagcggtgccccaaccatgagctgagccgtgaattcaacgagggacagattgee 660
EPLELEREL R R R el o FEELELELED PELEREIEnnin
Db 745 GTGGTGAAGCGGTGCCCCAACCATGAGCTGAGCCGTGAATTCAACGAGGGACAGATTGCC 804
Qy 661 cctcctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatece 720
[ARN [NERRRRER R AR RN RNRRR NN
Db 805 CCTCCTAGTCATTTGATTCGAGTAGAGGGGAACAGCCATGCCCAGTATGTAGAAGATCCC 864
Qy 721 atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattc 780
TEETEEE ettt ey bbb er ey
Db 865 ATCACAGGAAGACAGAGTGTGCTGGTACCTTATGAGCCACCCCAGGTTGGCACTGAATTC 924
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Qy 781 mommommnonﬁmﬁmommnﬁnomnmnmﬂmmnwmnmonnmﬁmﬂnmmmmmmmﬁmmmnomoomﬁ.m»o

PEULTELVLEE LRIV E T

Db 925 >nn>n>neneena>0>>eeen>aQHQH>>D>00>Oeeneoeemm>onnwe0>>oonnnoe 984

Qy 841 nommﬁﬂnﬁwmﬂomnnaﬁanﬁOHonmmoommmmmwmmmommmﬂoonmmaonmmnm0ﬁmo 900

LELELLLLt

ELVCVELLL T g L L1

Db 985 OO>>HeadbbaoPeamee>neoe00$>>DOVO>Q>HQQn0$>mennaamnnnmwnmneoo 1044

Qy 901 nnnmmmwnaowamﬁonmnmnnﬂoonommmwmmmomowm@mmomnmmmﬁomwomnmmnmﬂn 960

PELLEELEE LT T Tt RANRENRNRRRNNT

Db 1045 eHam>mOOOOQO>@0e0HoneHoOnOPQQ>>0>O§Q>OQ>>00000>emb>0>a>00>30 1104

Qy 961 mommmmomuommmnnﬁnmumommnwnmmmammnmmﬁamﬁonﬁmommm@omooomﬁnwoow 1020

Db 1105 >Qw>>mo>mnvboeean00$O>Qe>0>>>n>>00060>enoHwonbboonaonneeeome 1164

Qy 1021 ommmmnmnmomﬁmmﬁmﬁoommmﬂmmomnoomnnmmmmmmnommmmﬁoonomamnwmﬁmwm 1080

Db 1165 n>nb>0>0>n>aome>eoO>m>em>nyenO>60»>0>>>00>>m>60000wn>enben>b 1224

Qy 1081 oﬂanﬁmnmnﬁﬁmoomonomowmooooﬁomomnﬁnmﬁmmmwnmoﬁmnﬁmmmmmﬁnmmmmmc 1140

PEVELELELE I I i

Db 1225 Oemee>%>Oea>OObOaanOOQOOnHO>O>OH€>HO>>>HGOHOH%Q>>O>HO>>>O?® 1284

Qy 1141 ﬂononmmmwnﬁnmnmnmmﬁmﬂqﬁnnonomaomomommnna@mmomnmomoaowmommomm 1200

Db 1285 HOOOHOQ>>O%O>€GO>QH?OOHHOOqo>n0>0>0»>eeQb>>00e>0>000§>0>00>> 1344

Qy 1201 omaomunmoomoommnmonﬁmonnommmmwnmnon00ﬁﬁﬁommoon00ﬁnommwmmnwmo 1260

IVETELLTE b T

Db 1345 O>00>®0>anooy00>nHe}ﬂ&HO>O>>>O>HOBOOHH%O>QOOHonaenbnmbbeobo 1404

Qy 1261 onﬂonmnmcooonmmmomowmmonnanWmnmmﬁonmmomﬁonﬁOﬁﬁnmmmomﬁnoommm 1320

1L LUTELELLE L e iy

Db 1405 Oa6060050000Onn>0>n>>>0aOO>>$>O$>HOen>nmeOHHOHH&>O>O>HHOO>§O 1464

Qy 1321 cccccaaaccgatcagtgtaccca 1344

Db 1465 CCCCCAAACCGATCAGTGTACCCA 1488

RESULT 3
AF075432
LoCcus
DEFINITION
ACCESSION
VERSION
KEYWORDS
SOURCE
ORGANISM

REFERENCE
AUTHORS

TITLE
JOURNAL
MEDLINE
REFERENCE
AUTHORS
TITLE
JOURNAL

FEATURES
sSource

Cbs

"

AF075432 1551 bp mMRNA PRI 04-0CT-1998
Homo sapiens TA p63 beta mRNA, complete cds.
AF075432

AF075432.1 GI:3695085
human.
Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
1 (bases 1 to 1551)
Yang,A., Kaghad,M., Wang,Y., Gillett,E., Fleming,M.D., Dotsch, V.,
Andrews,N.C., Caput,D. and McKeon, F.
P63, a p53 homolog at 39q27-29, encodes multiple products with
transactivating, death-inducing, and dominant-negative activities
Mol. Cell 2 (3), 305-316 (1998)
98448095
2 (bases 1 to 1551)
Yang,A., Kaghad,M., Caput,D. and McKeon, F.
Direct Submission
Submitted (30-JUN-1998) Cell Biology, Harvard Medical School, 240
Longwood Ave, Boston, MA 02115, usa
Location/Qualifiers
1. .1551
/organism="Homo sapiens"”
/db_xref="taxon:9606"
/chromosome="3"
/map="3q27-q29°
1. .1551
\m::onH05|=nﬂm=monwano= factor®

SIVRIWQV"®
BASE COUNT 425 a 466 c 350 g 310 t
ORIGIN
Query Match 91.7%; Score 1232; DB 88; Length 1551;
Best Local Similarity 100.0%; Pred. No. 0; ’
Matches 1232; cConservative 0; Mismatches 0; Indels 0; Gaps
Qy 1 mnmnnoommmwomomomomommmﬁmmmnnoonommnnnwwmmmnnﬁnnommnmnmnonmm 60
FELLLLLEVTLL ety LEEIEn FEVERLELEElt
Db 1 beneOOO>O>OOPO>O>O>O>>>HQ>>eannan>meoo>a>mo TTTCCAGCATATCTGG 60
Qy 61 mmnnﬂnnﬁommmnmoonnmnwnmdnommﬁﬂommoonmnﬁomOﬁnommonﬂnmnommnmmm 120
NARRRARN PUVEELLETEEE e e tnninerl LELELErrennn
Db 61 O>eeHaneomw>n>mOne>ewemaen>®eeo>onOo>eanbneenbbneeanamo>emb> 120
Qy 121 Oomnomommomnnonoowmommmnmmmmnﬁommmnnmmownmmunﬂmﬁmnnnuomnonmc 180
FERTVLEE LT T T gt SRSV RNIRRERRARY! TEIEne
Db 121 Qn>eo>ow>0>enoHQOnwn>>>o>>obeenbm>ee>mn>eon>nane>anonn>eno>n 180
Qy 181 amnnnmmmooﬁamaﬂmmoooomnmﬁomoomnmmnmowommmoonmaomonoonmmmnmmn 240
ANA LVEVEEE LT PLELEILEEEeieeenn
Db 181 Q>OenQQ>0Oen>mqo>onnnbeoenOOo>o>oe>n>nm>>ooemmnooeonem>>0>00 240
Qy 241 mnommoommomammﬁommmmommnnno¢omﬁnnmoowmﬁQQOﬁmnmmnmomumnomoaom 300
(AR [ARERR FEVELVLELLET it JINRERRRRRR
Db 241 >anoboo>mn>m>eHO»Q>>OQOOHOOHOQe00>0oyneﬂnna>e>>n>n>n>oo>onom 300
Qy 301 ommmwomoonﬁomnoonaonoﬁomononmoanmomaoonmmnnoomoonﬁnmwﬁQOﬂOﬁo 360
[ISENRARANNER! LTV LLEL e e i i LEVEEIETE et
Db 301 0>n>>0>nnoen>OoOOnonneonnnoe§OQO>O>QOOO>QOHOO>OOG%O®>@QOAOHO 360
Qy 361 tctecatcacceg omﬁonoononmwomoommnnmonowmmooomomommnnnommamnm 420
[ARNRENNAR EVLRIELEET PRI e ety PIVELELTEELLT T
Db 361 TCTCCATCACCCG n»eonooeon>>o>ooo>0e>000>000000n>0>oeeeno>noen 420
Qy 421 ﬂoonﬁoomaoumﬁommmnwoomnowmoﬁnomonmOOﬁoumnonmﬁnoowOﬁommOﬁmme 480
[IEAERERRE] FELERRL et e iy FLULLELTEEtntg
Db 421 eoneeonwmoroeoQ>OO»OOooow>mannoon>oneomwona>eeno>oeo>>oem>>m 480
Qy 481 aaactctact nnmmmnnmommmmmomﬁmnnnomﬁnnmwmnowmmmnmmﬁomoonomonw 540
ARARRAN ULV E R i nererentye NANARRERRRNRNEY
Db 481 >w>oHoH>OHQOO>>>Heoow>>o>n>qOnnoa>eon>o>enb>onan>en>Onn0>ooa 540
Qy 541 nonomaamwuonmnﬁwﬁnoononomﬁonononnﬁmnmmmwmwQOﬁammnwnmnnmoaowm 600
LRI SNNNRRANARRRNEIEY AR RNRR AR
Db 541 oneo>nnownnemeeveonmooao»emooemane>n>>>>>>ooeo>onwooen>nom>o 600
Qy 601 wnmoﬁmmmmoaonmoooommonmnmmaoﬁomooouﬁmmmnnommommommmommmnnmon 660
FLELVLIELETE SASNRRNRARARERANNY YR RN RN RRNE]
Db 601 memoeobboommamnonnbboObenvmnembononem>>aen>>nQDQOO>O>Q>HHOOO 660
Qy 661 oonoaﬁmmnomnnﬁomnnommmﬁmmmauwammnmmonmnmooowonwnmnmmmwmmnnoo 720
SENNRANRNRNERN TEEi FEELCLEII e iy
Db 661 OnHOOebnqo>eeeowaeom>oe>m>nooo>>O>nnn>ennQn>ne>ena>n>>o>enon 720
Qy 721 mﬁnmowmommamnmcwmnmnmowmmnmnonnmﬁmmmnomononmmoﬁnomanﬁmmmnno 780
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/note="fifth splice variant; related to p53 and 'p73"

/codon_starts=1
/product="TA p63 beta"
/protein_id="AAC62637.1"
/db_xref="GI:3695086"
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ATCACAGGAAGACAGAGTGTGCTGGTACCTTATGAGCCACCCCAGGTTGGCACTGAATTC 780

mnamnmonnﬁnanmomwnﬁﬁnmﬁoﬁmﬁmmmmonmoﬁnmnannmmmoaamﬁmmmonmoooﬁ 840

PIRRLRIRLREE T e e L b LR LR LR LT ETELd
ACGACAGTCTTGTACAATTTCATGTGTAACAGCAGTTGTGTTGGAGGGATGAACCGCCGT 840

ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgctge 900
[ARAS L T 1 1
CCAATTTTAATCATTGTTACTCTGGAAACCAGAGATGGGCAAGTCCTGGGCCGACGCTGC 900

tttgaggcccggatctgtgecttgeccaggaagagacaggaaggcggatgaagatagcate 960
FECCRVEV R i e e bbb b e e e i et
TTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGACAGGAAGGCGGATGAAGATAGCATC 960

agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgececegtttegt 1020
PIAVEELTER et bbb b i bbby ey el i bbb e
AGAAAGCAGCAAGTTTCGGACAGTACAAAGAACGGTGATGGTACGAAGCGCCCGTTTCGT 1020

cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa 1080

FTELEELPEE R R EE E EE L b e e v bbbyt
CAGAACACACATGGTATCCAGATGACATCCATCAAGAAACGAAGATCCCCAGATGATGAA 1080

ctgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagag 1140

ERLLLEETV T L L L T T E e T
CTGTTATACTTACCAGTGAGGGGCCGTGAGACTTATGAAATGCTGTTGAAGATCAAAGAG 1140

tcectggaactcatgcagtaccttectcagcacacaattgaaacgtacaggcaacagcaa 1200

FLVELLETERR T R L bbb e b e bbbt e i e el
TCCCTGGAACTCATGCAGTACCTTCCTCAGCACACAATTGAAACGTACAGGCAACAGCAA 1200

cagcagcagcaccagcacttacttcagaaaca 1232

LTI [RNR FTLLELLr e .
CAGCAGCAGCACCAGCACTTACTTCAGAAACA 1232

AF075430 1926 bp mRNA " PRI 04-0CT-1998

DEFINITION Homo sapiens TA p63 alpha mRNA, complete cds.

Db 721
Qy 781
Db 781
Qy 841
Db 841
Qy 901
Db 901
Qy 961
Db 961
oy 1021
Db 1021
Qy 1081
Db 1081
oy 1141
Db 1141
Qy 1201
Db 1201
RESULT
AF075430
LoCUS
ACCESSION
VERSION
KEYWORDS
SOURCE

AF075430
AF075430.1 GI:3695081

human.

ORGANISM Homo sapiens

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.

REFERENCE 1 (bases 1 to 1926)
AUTHORS Yang,A., Kaghad,M., Wang,Y., Gillett,E., Fleming,M.D., Dotsch,V.,
Andrews,N.C., Caput,D. and McKeon,F.
TITLE p63, a p53 homolog at 3g27-29, encodes multiple products with
transactivating, death-inducing, and dominant-negative activities
JOURNAL  Mol. Cell 2 (3), 305-316 (1998)
MEDLINE 98448095
REFERENCE 2 (bases 1 to 1926)
AUTHORS Yang,A., Kaghad,M., Caput,D. and McKeon,F.
TITLE Direct Submission
JOURNAL Submitted (30-JUN-1998) Cell Biology, Harvard Medical School, 240
Longwood Ave, Boston, MA 02115, USA
FEATURES Location/Qualifiers
source 1. .1926
/organism="Homo sapiens®
/db_xref="taxon:9606"
/chromosome="*3°
/map="3q27-q29°
CcDS 1. .1926

/function="transcription factor"

/note="third splice variant; related to p53 and p73"
/codon_start=1

/product="TA p63 alpha”

/protein_id="AAC62635.1"

/db_xref="GI1:3695082"

/translation="MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSED
GATNKIEISMDCIRMODSDLSDPMWPQY TNLGLLNSMDQQIQNGSSSTSPYNTDHAQN
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Page 5

SVTAPSPYAQPSSTFDALSPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELK
KLYCQIAKTCPIQIKVMTPPPQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQ
IAPPSHLIRVEGNSHAQYVEDPITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGG
MNRRPILIIVTLETRDGQVLGRRCFEARICACPGRDRKADEDS IRKQQVSDSTKNGDG
TKRPFRONTHGIQMTSIKKRRSPDDELLYLPVRGRETYEMLLKIKESLELMOYLPQHT
IETYRQQQQQQHQHLLOKQTSIQSPSSYGNSSPPLNKMNSMNKLPSVSQLINPQQRNA
LTPTTIPDGMGANIPMMGTHMPMAGDMNGLSPTQALPPPLSMPSTSHCTPPPPYPTDC
SIVSFLARLGCSSCLDYFTTQGLTTIYQIEHYSMDDLASLKIPEQFRHATWKGILDHR
QLHEFSSPSHLLRTPSSASTVSVGSSETRGERVIDAVRFTLRQTISFPPRDEWNDENF

DMDARRNKQQRIKEEGE"
BASE COUNT 509 a 574 c 444 g 399 t
ORIGIN .
Query Match 91.7%; Score 1232; DB 88; Length 1926;
Best Local Similarity 100.0%; Pred. No. O; -
Matches 1232; Conservative 0; Mismatches 0; Indels 0; Gaps 0;
Qy 1 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttccagcatatectgg 60
PEEREREE TR Er e e bt b e e by e e e e e e i
Db 1 ATGTCCCAGAGCACACAGACAAATGAATTCCTCAGTCCAGAGGTTTTCCAGCATATCTGG 60
Qy 61 gattttctggaacagcctatatgttcagttcagcccattgacttgaactttgtggatgaa 120
PLELET R b b ety e e ettt el
Db 61 GATTTTCTGGAACAGCCTATATGTTCAGTTCAGCCCATTGACTTGAACTTTGTGGATGAA 120
Qy 121 ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcag 180
PERLET R e ey e b et b b e b e b e ey
Db 121 CCATCAGAAGATGGTGCGACAAACAAGATTGAGATTAGCATGGACTGTATCCGCATGCAG 180
Qy 181 gactcggacctgagtgaccccatgtggccacagtacacgaacctggggctcctgaacage 240
(AERRERRERR RN [EERRRENAL
Db 181 GACTCGGACCTGAGTGACCCCATGTGGCCACAGTACACGAACCTGGGGCTCCTGAACAGC 240
Qy 241 atggaccagcagattcagaacggctcctcgtccaccagtccctataacacagaccacgeg 300
[IEREAR POV ettt e e e e e e r et b e e
Db 241 ATGGACCAGCAGATTCAGAACGGCTCCTCGTCCACCAGTCCCTATAACACAGACCACGCG 300
Qy 301 cagaacagcgtcacggcgcectegecctacgcacageecagetecacettegatgetcte 360
PERLETEEV VT e et e e ey e e et e b e bbb
Db 301 CAGAACAGCGTCACGGCGCCCTCGCCCTACGCACAGCCCAGCTCCACCTTCGATGCTCTC 360
Qy 361 tctccatcaccegccatecectccaacaccgactacccaggeccgcacagtttegacgtg 420
PEVETETETEE TS I e bbb E ey iy e ey ey e e v e e
Db 361 TCTCCATCACCCGCCATCCCCTCCAACACCGACTACCCAGGCCCGCACAGTTTCGACGTG 420
Qy 421 tccttccagcagtcgagcaccgcecaagteggecacctggacgtattccactgaactgaag 480
PELELETA T et e et b b v e e e e e b e e el .
Db 421 TCCTTCCAGCAGTCGAGCACCGCCAAGTCGGCCACCTGGACGTATTCCACTGAACTGAAG 480
Qy 481 aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacct 540
TREVERTEES bbbt rengl
Db 481 AAACTCTACTGCCAAATTGCAAAGACATGCCCCATCCAGATCAAGGTGATGACCCCACCT 540
Qy 541 cctcagggagctgttatccgcgccatgecctgtctacaaaaaagctgagcacgtcacggag 600
PORLLEPET R E T b e b e et e e e ey e e et reeel
Db 541 CCTCAGGGAGCTGTTATCCGCGCCATGCCTGTCTACAAAAAAGCTGAGCACGTCACGGAG 600
Qy 601 gtggtgaagcggtgccccaaccatgagctgagccgtgaattcaacgagggacagattgece 660
VEVEETEET T ety e ettt e e b ey e e b ey e b b e
Db 601 GTGGTGAAGCGGTGCCCCAACCATGAGCTGAGCCGTGAATTCAACGAGGGACAGATTGCC 660
Qy 661 cctcctagtcatttgattcgagtagaggggaacagccatgccecagtatgtagaagatcee 720
' POPTCEEEE et bbb e e e e b b e e eyt nietnl
Db 661 CCTCCTAGTCATTTGATTCGAGTAGAGGGGAACAGCCATGCCCAGTATGTAGAAGATCCC 720
Qy 721 atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaatte 780
PEVETETET et e e e e b by be bbbt e e ergrinnl
Db 721 ATCACAGGAAGACAGAGTGTGCTGGTACCTTATGAGCCACCCCAGGTTGGCACTGAATTC 780
Qy 781 acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgccgt 840
POPCTERET R b e bt b e e e e i e e et el
Db 781 ACGACAGTCTTGTACAATTTCATGTGTAACAGCAGTTGTGTTGGAGGGATGAACCGCCGT 840
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ORIGIN
Qy 841 oommﬁnﬁﬁmmﬁomnﬁmﬁnmonnﬂammmmnnmmmmmnmmmommmﬂoonmmmoommnmnnmo 900
LV VLV E P B R T e i it PEVELETEL .
Db 841 nn>>eaae>>eo>eenea>nenaoo>>>Ooyo>0>eommow>manoemooono>oonemo 800 Query Match 91.7%; Score 1232; DB 89; Length 2031;
Best Local Similarity 100.0%; Pred. No. 0;
Qy 901 nnnmmamnoommmnnnmnmnnﬁmnnnmmmwm@mmwommmmm@comomnmwmamnmmomno 960 Matches 1232; Conservative 0; Mismatches 0; Indels 0; Gaps 0;
NN RARARERN AR NN AR R R RN RARAY
Db 901 TTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGACAGGAAGGCGGATGAAGATAGCATC 960 : Qy 1 mﬁmﬁonommwmnmomnmmmommmnmmmﬁnonnomanoommwmmﬁﬁnnonmmnmﬁmnnnoo 60
PELELELELEr i) NN N NN RN N RN AR
Qy 961 mammmanmmomwmﬁﬁnnommomonmnwmmmmmnmmn@mnmmnmommmoowooomnnﬂomﬁ 1020 Db 145 venenoo>n>00>o>n>o>o>b>emw>eeooen>meon>m>omaeeeoo>mowa>eoenm 204
A N NN NN RN N NN A A AN NN TR
Db 961 >my>>no>on»>oeeenam»o>memo»>>a>>nQmem>ﬂmme>om>>ononnooeeenme 1020 Qy 61 mmnﬁﬁﬁOﬁommmomuoonmnmﬁmnnomonﬁnmmonomﬂnmmoﬁﬁomwonnnmﬁaamnmmm 120
FEELEEVEIT e ererentl PLELLEVLRL et [AENRAN
Qy 1021 omwwmnmnmnmﬁmmnmﬁoamnmﬁmmomﬁoowﬁowmowmmnamwmmdoonommmnmmnmmw 1080 bb 205 GATTTTCTGGAACAGCCTATATGTTICAGTTCAGCCCATTGACTTGAACTTTGTGGATGAA 264
[KERNRE EERRARE LELELEI) IRRSRARE AN |
Db 1021 0>m»>o>n>n>emne>eoo>o>eO>Obeno>eo>>o>b>nbem»eoooo>n>emweo>> 1080 Qy 121 onwnnmmwwmmﬁownonmmommmomwmmnﬁmmmmﬁﬁmmnwnmmmnﬁmnmnnomomﬁmowm 180
FEERLVEPEV R e [IRARARAR [ARARARERARRRRRNRRE]
Qy 1081 onmnnwnmonnwoommﬁmmommmonmﬂmw@mnnﬂmnmmmmﬁoonmnﬁammmmnnmmmomm 1140 Db 265 CCATCAGAAGATGGTGCGACAAACAAGATTGAGATTAGCATGGACTGTATCCGCATGCAG 324
[ARANRR [AERRNRER! [AENERRER! [IEARRENE [LARERN 1
Db 1081 0eoeevevnee>oovaan>ooonoooem>n>oeeweoy>bqooanaeo»>m>a0»>>n>n 1140 Qy 181 @mOﬁoommoon@moﬁomonoomnnnmooomommﬁmnmoowmonnmmoooﬂonﬁcmmn gc 240
FTEELLL TR e Lt ey ey e el 11
Qy 1141 ﬁnnnﬁmmmmnnnmnmommnmonﬁnoonommomomomwnﬁmmwmn@ﬁmomanommcm@omm 1200 Db 325 GACTCGGACCTGAGTGACCCCATGTGGCCACAGTACACGAACCTGGGGCTCCTGAACAGC 384
FLLCEELERL RN L i e e iy eng) FEEETET 111
Db~ 1141 TCCCTGGAACTCATGCAGTACCTTCCTCAGCACACAATTGAAACGTACAGGCAACAGCAA 1200 Qy 241 mwaomnommommmnﬁommmmOQQOﬁoonnoﬁoomnomonOQOﬁmﬁmwomommmoomnmom 300
PEVELLELEITTR b bt i e v TETETE |
Qy 1201 cagcagcagcaccagcacttacttcagaaaca 1232 Db 385 ATGGACCAGCAGATTCAGAACGGCTCCTCGTCCACCAGTCCCTATAACACAGACCACGCG 444
LTIV et )
Db 1201 CAGCAGCAGCACCAGCACTTACTTCAGAAACA 1232 . Qy 301 cagaacagcgtcacggcgccctegecctacgeacageccagete accttcgatgctete 360

IVELRLTENE L T et LT FLVLELLTETLT
Db 445 CAGAACAGCGTCACGGCGCCCTCGCCCTACGCACAGCCCAGCTCCACCTTCGATGCTCTC 504

RESULT 5
AF116771 oy 361 nOﬁnomnownoomonwnnooOﬁnommnmoommnnwonommmnnomowowmﬁﬁnoowooﬁm 420
LOCUS AF116771 2031 bp mRNA PRI 02-APR-2000 il [AENERNRRARARARERRAE SRR RANRRNNEEY 1t
DEFINITION Homo sapiens p51 delta mRNA, complete cds. Db 505 TCTCCATCACCCGCCATCCCCTCCAACACCGACTACCCAGGCCCGCACAGTTTCGACGTG 564
ACCESSION AF116771
VERSION AF116771.1 GI:7384975 Qy 421 ﬁOOﬁﬁoomoomanommoomnomonmmoﬂnmmoomonﬁaamoowmnnoomowommnﬁumma 480
KEYWORDS . [NLERINA PELULEDELCEI et
SOURCE human . Db 565 TCCTTCCAGCAGTCGAGCACCGCCAAGTCGGCCACCTGGACGTATTCCACTGAACTGAAG 624
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; oy 481 wmmnnonmnnmoommmnnonmmmmwomnmnonnmﬁnnmomﬁnmnmmnomnmmononmoon 540
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. [NARARAR PEVERERELR LU i bbb ettt
REFERENCE 1 (bases 1 to 2031) Db 625 ywboene>nemnn>>>eenn>>>n>n>eoonoo>eon>m>en>>nnim>en>nnnn>ooe 684
AUTHORS Tani,M., Shimizu,K., Kohno,T., Ikawa,S. and Yokota, J.
TITLE Mutations and expression of the p51 gene in human lung cancer Qy 541 onnomomommnnmﬁnwﬁnoanmoomﬁmnonononmommmmmmanﬁommnmnmﬁowomowo 600
JOURNAL Unpublished FLLELELRLL VR EER TR et
REFERENCE 2 (bases 1 to 2031) Db 685 CCTCAGGGAGCTGTTATCCGCGCCATGCCTGTCTACAAAAAAGCTGAGCACGTCACGGAG 744
AUTHORS Tani,M., Shimizu,K., Kohno,T., Ikawa,S. and Yokota, J.
TITLE Direct Submission Qy 601 mﬁ@mﬁowm@nmmﬁmonoommoomnmmm0nmmmoomnommﬁnnmmnomanmmnmamﬁﬁ@oo 660
JOURNAL  Submitted (28-DEC-1998) Biology Division, National Cancer Center 111 (NARRRAR PEVERELETLEN TR e ettt [RERNRN
Research Institute, 1-1, Tsukiji 5-chome, Chuo-ku, Tokyo 104-0045, Db 745 GTGGTGAAGCGGTGCCCCAACCATGAGCTGAGCCGTGAATTCAACGAGGGACAGATTGCC 804
Japan
FEATURES Location/Qualifiers Qy 661 oownnnmmnnmﬁnﬂmmﬁwommanmmmmmmmmmommoomﬁwnnommnmﬁmnmmwmmmﬁono 720
source 1. .2031 A PVLVELERERE R e T e e vy e et
/organism="Homo sapiens" Db 805 CCTCCTAGTCATTTGATTCGAGTAGAGGGGAACAGCCATGCCCAGTATGTAGAAGATCCC 864
/db_xref="taxon:9606"
/chromosome="3" Qy 721 mﬁomommmmmowomamonaﬁQOﬁmmnwonnnmnmm@onmoonnmomﬁﬁomnmonnmmnnn 780
/map="3g28" | PELELELLEL LIt PLELVTLELE R e e ity
CDS 145. .1560 Db 865 benwnbnn>>Q>O>O>QeQamoﬂooa>0nee»eo>nnnwoono>ooee000>na0>>een 924
/note="p53-1like"
/codon_starte=1 Qy 781 mommommﬁonﬁoﬁmnmmﬁﬁﬁnmﬁuﬁmnmmomonmoﬁﬁmnmﬁnmmmommmnmmmnomonmn 840
/product="p51 delta" FLCRVLLET e FEERRLLLR LT L e et
/protein_id="AAF61624.1" Db 925 ACGACAGTCTTGTACAATTTCATGTGTAACAGCAGTTGTGTTGGAGGGATGAACCGCCGT 984
/db_xref="GI:7384976"
\ﬁnwsmpmnwo=|=Zmomeoazmmrmvm<mo:HzoqrmovHow<ovmorzm<omvmmc Qy 841 oomwﬂﬁﬁnmmﬁomﬁﬁmnnmonnnmmmmuonmmmmwncmonwwonOOﬁannowNQQOﬁmo 900
GATNKIEISMDC IRMODSDLSDPMWPQY TNLGLLNSMDQQIQONGSSSTSPYNTDHAQN FLLELVLLEr it FEELELEERT O e e et
m<e>vmvmwovmmemc>bmvmv>Hvmzecwvom:mmc<mmoomme>xmweSe~mHMbn Db 985 00»}46ee>>en>eeoeePoaoeomw>>on>o>o>annnn>§meonenaoonnwonoemn 1044
xrwnowaanmHoHz<zevmmoo»<Hm>:v<<zx>mm<am<<zxouzmmrmmmmzmoo
H>vmmmer<mnzm=>o<<mUvHeom0m<r<vwmuuo<mamwee<r<zm302mmn<am Qy 901 ﬁﬁﬂmwmmonomomﬂOﬁmnmonﬁmonommmwmnmmmomaommoaomomﬁmmmmmnwmomno 960
MNRRPILIIVTLETRDGQVLGRRCFEARICACPGRDRKADEDS IRKQQVSDSTKNGDG PLLLELEETELL P b i e LEETELELILLY
exxvmwoza:oHozemHxwmxmvccmrr<bm<woxme<mzbthxmwrmrzowrmoma Db 1045 TTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGACAGGAAGGCGGATGAAGATAGCATC 1104
HmemmoooooomombbowoemHomvmm&mzmmvvrszszbevm<morszoomz>
LTPTTIPDGMGANRSGKSENP" Qy 961 agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgecegtttegt 1020

BASE COUNT 543 a 591 c 454 g 443 t . [NRRRRRARN]

K

RN RN R R RN R RN AR A NN AR

‘e
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Db 1105 AGAAAGCAGCAAGTTTCGGACAGTACAAAGAACGGTGATGGTACGAAGCGCCCGTTTCGT 1164 Query Match 91.7%; Score 1232; DB 85; Length 2270;
Best Local Similarity 100.0%; Pred. No. 0;
Qy 1021 cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa 1080 Matches 1232; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;
| FELELTEELRTELE .
Db 1165 CAGAACACACATGGTATCCAGATGACATCCATCAAGAAACGAAGATCCCCAGATGATGAA 1224 Qy 1 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttecagcatatectgg 60
[IRARK LI 111t P 11t TV ererenntl
Qy 1081 ctgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagag 1140 Db 145 ATGTCCCAGAGCACACAGACAAATGAATTCCTCAGTCCAGAGGTTTTCCAGCATATCTGG 204
FLLRTELR TR e et et ey bbb e e e ke
Db 1225 CTGTTATACTTACCAGTGAGGGGCCGTGAGACTTATGAAATGCTGTTGAAGATCAAAGAG 1284 Qy 61 amnnﬂﬂOﬁmmmmommnonmnmﬁmnﬁnmmﬁnnmmnoomﬂﬂmmnﬁﬁwmeﬂﬂﬂwquwquw 120
TEVETERS it e e e e ey
Qy 1141 tccctggaactcatgcagtaccttectcagcacacaattgaaacgtacaggcaacagcaa 1200 Db 205 GATTTTCTGGAACAGCCTATATGTTCAGTTCAGCCCATTGACTTGAACTTTGTGGATGAA 264
PLRLETE R L T R e e e e ey e e ey ey i)
Db 1285 TCCCTGGAACTCATGCAGTACCTTCCTCAGCACACAATTGAAACGTACAGGCAACAGCAA 1344 Qy 121 ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcag 180
PELELEEI RN e ettt et e e rererentl
Qy 1201 cagcagcagcaccagcacttacttcagaaaca 1232 Db 265 CCATCAGAAGATGGTGCGACAAACAAGATTGAGATTAGCATGGACTGTATCCGCATGCAG 324
FERLREEVELRE LR e
Db 1345 CAGCAGCAGCACCAGCACTTACTTCAGAAACA 1376 Qy 181 gactcggacctgagtgaccccatgtggccacagtacacgaacctggggctcectgaacage 240
FELRCRETEEEE T T e e e e e e e i e e e et
Db 325 GACTCGGACCTGAGTGACCCCATGTGGCCACAGTACACGAACCTGGGGCTCCTGAACAGC 384
RESULT 6 )
AB016073 Qy 241 atggaccagcagattcagaacggctcctcgtccaccagtceectataacacagaccacgeg 300
LOCUS AB016073 2270 bp mRNA PRI 06-FEB-1999% PEERERERtrere e e et ere e ettt ey b e et
DEFINITION Homo sapiens mRNA for p51B, complete cds. Db 385 ATGGACCAGCAGATTCAGAACGGCTCCTCGTCCACCAGTCCCTATAACACAGACCACGCG 444
ACCESSION AB016073
VERSION AB016073.1 GI:3510329 Qy 301 cagaacagcgtcacggcgccctegcectacgcacageccagetecaccttegatgetete 360
KEYWORDS pS1B. ROV CVETERE R e e etk ey e e e bt
SOURCE Homo sapiens skeletal muscle cDNA to mRNA. Db 445 CAGAACAGCGTCACGGCGCCCTCGCCCTACGCACAGCCCAGCTCCACCTTCGATGCTCTC 504
ORGANISM Homo saplens ’
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Qy 361 tctccatcacccgccatccoctecaacaccgactacccaggeccgcacagtttcgacgtg 420
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. FECTErerrre st rertrerernrenini
REFERENCE 1 (bases 1 to 2270) Db 505 TCTCCATCACCCGCCATCCCCTCCAACACCGACTACCCAGGCCCGCACAGTTTCGACGTG 564
AUTHORS Ikawa,S. and Osada,M.
TITLE Direct Submission Qy 421 tccttccagcagtcgagcaccgccaagteggecacctggacgtattccactgaactgaag 480
JOURNAL  Submitted (10-JUL-1998) to the DDBJ/EMBL/GenBank databases. FLCLERETELEE e e e e e b b et
Shuntaro Ikawa, Institute of Development, Aging and Cancer, Db 565 TCCTTCCAGCAGTCGAGCACCGCCAAGTCGGCCACCTGGACGTATTCCACTGAACTGAAG 624
Department .of Cell Biology; 4-1 Seiryo-machi, Sendai, Miyagi
980-8575, Japan (E-mail:sikawa@idac.tohoku.ac.jp, Qy 481 aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacct 540
Tel:81-22-717-8484, Fax:81-22-717-8488) PECERTEEE T e e e e e e bbb e e e e et
REFERENCE 2 (sites) Db 625 AAACTCTACTGCCAAATTGCAAAGACATGCCCCATCCAGATCAAGGTGATGACCCCACCT 684
AUTHORS Osada,M., Ohba,M., Kawahara,C., Ishioka,C., Kanamaru,R., Katoh,I.,
Ikawa,Y., Nimura,Y., Nakagawara,A., Obinata,M. and Ikawa,S. Qy 541 cctcagggagctgttatcecgegecatgectgtctacaaaaaagcetgagcacgtcacggag 600
TITLE Cloning and functional analysis of human p51, which structurally PERERTEER Y E et e b b et et h e et rereld
and functionally resembles p53 Db 685. CCTCAGGGAGCTGTTATCCGCGCCATGCCTGTCTACAAAAAAGCTGAGCACGTCACGGAG 744
JOURNAL Nat. Med. 4 (7), 839-843 (1998)
MEDLINE 98324755 Qy 601 gtggtgaagcggtgccccaaccatgagctgagecgtgaattcaacgagggacagattgee 660
FEATURES Location/Qualifiers PEVEOTECR et e bbb e et eeter et e
source 1. .2270 Db 745 GTGGTGAAGCGGTGCCCCAACCATGAGCTGAGCCGTGAATTCAACGAGGGACAGATTGCC 804
/organism="Homo sapiens®
/db_xref="taxon:9606" Qy 661 cctcctagtcatttgattcgagtagaggggaacagccatgeccagtatgtagaagatcee 720
/chromosome="3" VERERrereerererr e bt e e e e b e et e i
/map="3q28" . Db 805 CCTCCTAGTCATTTGATTCGAGTAGAGGGGAACAGCCATGCCCAGTATGTAGAAGATCCC 864
/tissue_type="skeletal muscle”
Cbs 145. .2070 Qy 721 atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaatte 780
/codon_start=1 FEELEVELRER et e e e e b e e e et
/product="p51B" Db 865 ATCACAGGAAGACAGAGTGTGCTGGTACCTTATGAGCCACCCCAGGTTGGCACTGAATTC 924
/protein_id="BAA32593.1"
/db_xref="GI1:3510330" Qy 781 acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgcegt 840
. /translation="MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSED IHEELELLD L
GATNKIEISMDCIRMQODSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQN Db 925 ACGACAGTCTTGTACAATTTCATGTGTAACAGCAGTTGTGTTGGAGGGATGAACCGCCGT 984
SVTAPSPYAQPSSTFDALSPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELK
KLYCQIAKTCPIQIKVMTPPPQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQ Qy 841 ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggcegacgctge 900
IAPPSHLIRVEGNSHAQYVEDPITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGG FEEPTLET R R i b e i b ey bbb
MNRRPILIIVTLETRDGQVLGRRCFEARICACPGRDRKADEDSIRKQQVSDSTKNGDG Db 985 CCAATTTTAATCATTGTTACTCTGGAAACCAGAGATGGGCAAGTCCTGGGCCGACGCTGC 1044
TKRPFRONTHGIQMTSIKKRRSPDDELLYLPVRGRETYEMLLKIKESLELMQYLPQHT
IETYRQQQQQQHQHLLQKQTSIQSPSSYGNSSPPLNKMNSMNKLPSVSQLINPQQRNA Qy 901 tttgaggcccggatctgtgettgecccaggaagagacaggaaggcggatgaagatagcate 960
LTPTTIPDGMGANIPMMGTHMPMAGDMNGLSPTQALPPPLSMPSTSHCTPPPPYPTDC EVEYVERE PR e e e e bt et
SIVGFLARLGCSSCLDYFTTQGLTTIYQIEHYSMDDLASLKIPEQFRHAIWKGILDHR Db 1045 TTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGACAGGAAGGCGGATGAAGATAGCATC 1104
QLHEFSSPSHLLRTPSSASTVSVGSSETRGERVIDAVRFTLRQTISFPPRDEWNDFNF
DMDARRNKQQRIKEEGE"® oy 961 agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagegcccgtttegt 1020
BASE COUNT 595 a 676 ¢ 501 g 498 t PELELEERE e erererere e rererererte el it
ORIGIN Db 1105 AGAAAGCAGCAAGTTTCGGACAGTACAAAGAACGGTGATGGTACGAAGCGCCCGTTTCGT 1164
Qy 1021 cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa 1080
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:m-cwnmqoummwvuwlﬂOW%IHAmIthm.Hmm

Db 1165 0>O>§nwn>o>eooe’eOO>O>HO>O>HOO>€Or>0b>>nn>>m>HOOOO>Q>HO$HQ$> 1224

Qy 1081 nﬁmﬁnmnmoﬁnmnowmﬁmmmommnnmnmm@moﬁﬂmﬂ@mmmnmnnmnﬁmmmmmnomwmawa 1140

PEVTELEE R T b et LLVLTELTT

Db 1225 Oemea>aboee>OO>QeQ>QOQOOOQHm>mwnee>e0>>>emOeneeO>>0>90>>>Q>O 1284

Qy 1141 nnnOﬁmmwmnnomnwommnwonﬁﬁoonowwomomommﬁnmmmmnonmomo caacagcaa 1200

Db 1285 HOOOHQO>>Oenw€OO>Oevnoeeoneo§OO>O>0>>6enw>>006>0>0n0>>0§00w> 1344

Qy 1201 cagcagcagcaccagcacttacttcagaaaca 1232

PELELELLEEV LU LT i
Db 1345 CAGCAGCAGCACCAGCACTTACTTCAGAAACA 1376

RESOLT - 7

AX009538

LOCUS AX009538 4846 bp DNA | PAT
DEFINITION Sequence 2 from Patent W09961610.

ACCESSION AX009538

VERSION AX009538.1 GI:9996812

KEYWORDS .

SOURCE synthetic construct.

ORGANISM synthetic construct
artificial sequence.
REFERENCE 1 (bases 1 to 4846)

06-SEP-2000

AUTHORS Bamberger,C., Paul,D., Augustin,M. and Schmale, H.
TITLE Tumour suppressor genes of the p53 family
JOURNAL Patent: WO 9961610-A 2 02-DEC-1999;
BAMBERGER CASIMIR (DE); PAUL DIETER (DE); AUGUSTIN MARTIN (DE);
SCHMALE HARTWIG (DE); FRAUNHOFER GES FORSCHUNG (DE)
FEATURES Location/Qualifiers
source 1. .4846
/organism="synthetic construct"
/db_xref="taxon:32630"
/note="humane KET-"
BASE COUNT 1372 a 1077 c 990 g 1406 t 1 others
ORIGIN
Query Match 91.7%; Score 1232; DB §; Length 4846;
Best Local Similarity 100.0%; Pred. No. 0;
Matches 1232; Conservative 0; Mismatches 0; Indels 0; Gaps
Qy 1 mﬂonnoommmmnmnmomamommmﬁomwnnnoﬁommﬁoowmmmwnnﬁﬁnnmmnmnmnnnum 60
111 [ANNRRER! ANANRNNNARRRR RN SARARRRRRRRNREANY
Db 145 >emeono>m>nn»n»nwn>0w>>en>>eannen>naoo>m>mmeeeeonynnve>eoeom 204
Qy 61 owwnnnnnmmmmowonnnmnmﬁmﬁwommnﬁommooomnnmmOﬁn@mmnnﬂﬁmﬁQQmﬁomm 120

| LEVELELEEEL LN L TR T

Db 205 GAT aHDHQG>>O>QOOH»H>HQeeO>Oeeo>oonnweHO?OHHOD>OH€GQHOO}HO>> 264

Qy 121 nnmnnmammmmn@@n@o@mommmommamnnomomﬂnm@nmwmmmon@wmﬁoooomnoow@ 180

FLLETELELCLE I i

Db 265 OO>HO>Q>>O$HOQHo00}O>§>0>>O>eem>n>aH>QO>HQQ>OGOH>HOOOO>HQD>Q 324

Qy 181 amonoumwnonmmmnmmoonmmnunamoomnmmﬂwnmnmmeOﬁmmm onQOﬁmmmom@o 240

Db 325 O>nennm>noem>me0>0000>HQemmnn>n>ne>0>00b>00eaaonoeonem»&n>ﬂn 384

Qy 241 mﬁommonmoomownnommmmooonﬁnonomﬁnomoammﬁonnnmwmmomommmnomomom 300

PELEELLE LR T it

PELLLLEENEI I Rttt

Db 385 >HQQ>OO>QO>Q>HHO>m>>00nneooeOoeno>oo>neonn€>e§>O§O»O>OD>OOOm 444

Qy 301 nmmmmnmmnonomnnmomnannnmnnonwnmomommnnommonnamonnnommﬁQOﬁOﬁo 360

LELLEEEE e

Db 445 O>D>>0?QODQO>OOOOOOOOaOQOOOewOQO>O>QOOO>QOHOO>OOHHOQ>HOOHOHO 504

Qy 361 n0ﬂnomnnmooomnnmnoonnnnomwom00mmonmonnmomonomomommﬁﬁnoamnmwa 420

1t

Db 505 80400>Hnwnonm00>q0OOOenO>>0>Ono>nH>OOO>OQOOOOO>O>OHGHDO>OQGG 564

Page 8

Qy 421 ﬂnnﬁnoommommnoowoomoomonmm@ﬁnamnnmnoﬁommomnmnﬁoomonmmmonmmmm 480
PELEEICLTIEY e e eyt LUV e ey

Db 565 eooeHOowno>menn>nn>00000>>oeonnoo>ooemo>nmayee00>040>>nemy>m 624

Qy 481 mmmonnﬂmonmnommmnﬁmommmmwnmnmnnnomnoowmmnommmnﬁawﬁomnnoomoon 540
FEDVELTEELT LR TR R e R Ty ISR NNRNARNERRARANRE

Db 625 w>>0eOe>oemo0>>>eeon>$>mw0$emonon>qoo>o>eo>>ooeo>am>nono>noe 684

Qy 541 oonomwammoonuﬁnwﬁoouoooomnoonﬂmﬂOﬁmommmmmmmonamuomocnomnaowa 600
CEVLLELET i i Ottt ey PLVLRELEEELEreryed

Db 685 noe0>oma»moemee>eOooOnoo>enOOeoenewo>>>>>>nne0>nnbooen>ono>n 744

Qy 601 nnmmnmmmooomﬁmooonmmnnmnmmmonmmmoooﬁmmmnnommnmmmocmnmmmnnmoo 660
FVETEEERECE DN T L et BARARARRRERRRERRRR

Db 745 OHOOen>>OOOOeoOnno>>nn>eo>oneo>nnooem>>een>>nn>mOQ>O>O>aeoon 804

Qy 661 cnnnonummnmnnﬁomﬁnommmﬁmmmom@mmmomooomﬁ@ooomwﬁmﬁoﬁmammomnooo 720
AN RN AR NN RRARR ECVEREREL Rt [RERARARRER

Db 805 ooaone>meoveeeo>eeoowme>m>aomm>>o>nan>eoono>me>ena»o>>n>aono 864

oy umw4mﬁomnmoommmmomamnnuﬁmonoanmooﬁﬁmﬁmmmnomnnnommmﬂﬁamomonmmmnﬂo 780
FIVTLEREEETE e e i i FLEVLLLLEIL g |

Db 865 >eo>o>mow>m>o>m>maoennannewoneq>eo>mno>oono>ooeamom»nenw»aen 924

Qy 781 mowmommnoaaunwommnnwomnanonmmommomonnmﬁmnnmmwommmaommoomoomn 840
FLCVELEI e et i e TELVIELET ey 1

Db 925 >nm>owmeoeeme>n»>eeeowemqme>>n>no>oeaoemeemn>onm»an>>nonoone 984

Qy 841 nommﬁﬁﬁnmmﬁnmﬁnmﬁnmoﬁommommmoowmmmmnoamnmmoﬁooﬁoomooomoaoﬁon 900
[EENRRRN EVELULEP LT e LELELEIELTerent

Db 985 nO>>eHea>>eo>eemee>0enenn»>>oo>o>m>eno®O>>nennenonoonbnooenn 1044

Qy 901 ﬁﬂﬁomnooonomwnnwanQOﬁamonommommmmmmnmammmmmommmnmwmmmnmmnwnn 960
FVUTHLELELREN VT e e PLELELLLEI e el

Db 1045 eeenwooonnno»qoeoenoeeooonboow>m>a>o>om»>mmnnn>em»>m>eyon>en 1104

Qy 961 mawmmmnmmommonﬁnommmnmmnmommmmmmommnmmﬁmanmommmaomooomnnﬂoon 1020
[NRRR TErrrene Y N NN RN NN RN AR RN NI

Db 1105 >Q>>>oOvQO»bmeeenom>o>mewn>>>mw>omnao>enoa>no>>onmonnmeeenne 1164

Qy 1021 nmmmmnwnmowﬁmoﬁwnoowmmnmmomnnomnommommmoommnmnooonmnmnmmﬁomm 1080
11t PERELELTLEE LT L b e i i [ARARRRR!

Db 1165 n>n>>n>n>0>emoe>eoo>m>em>o>eOo>eO>>Q>>>oQ>>o>aooon>n>en>eo>> 1224

Qy 1081 Oﬁonwmanﬁﬁmoomonmmamn@ooonmmomoﬁnmwmwwmnmon@nﬁmmmmmanmmmmmm 1140
1N EVEVLLERET T VT et e b ettt [RENRARNRY

Db 1225 oemeewe>nee»no>neo»onnnonmam>o>neeveoybbaoneaeenw>m>aow>>m>n 1284

Qy 1141 ﬁoonn@mmwownmﬂmomaﬂmonﬁnoonommnmomommnnmwmmoanmommoommnmmomm 1200
I RN NN RN AR RN RN Y AN ENARRARNERRARARRY

Db 1285 enOOemmbwnHnyamnwme>ooeeonen>00>0$n»>eemb>>ooe>n>ono>>owon>> 1344

Qy 1201 cagcagcagcaccagcacttacttcagaaaca 1232

. | [ENRNRARA] [ARRN

Db 1345 CAGCAGCAGCACCAGCACTTACTTCAGAAACA 1376

RESULT 8

HSA16961

LOCUS HSA16961 4849 bp mMRNA PRI 03-DEC-1998

DEFINITION Homo sapiens mRNA for KET protein.

ACCESSION Y16961

<mmmHoz

xmmzowcm

mocwnm

Oxmszmz

mwwmmmznm

>cemoxm

eHerm

uocmzwr

Y16961.1 GI:3970716
KET gene; KET protein.
human.

Homo sapiens

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;

Mammalia; Eutheria; Primates: Catarrhini; Hominidae; Homo.
1 (bases 1 to 4849)

Schmale, H.

Direct Submission

Submitted (24-MAR-1998) H. Schmale, Institut f. Zellbiochemie und,

Klinische Neurobiolgie, Universiaetskrankenhaus Eppendorf,
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Martinistrasse 52,

D-20246 Hamburg, FRG

REFERENCE 2 (bases 1 to 4849)
AUTHORS Augustin,M., Bamberger,C., Paul,D. and Schmale,H.
TITLE Cloning and chromosomal mapping of the human p53-related KET gene
nm chromosome 3q27 and its murine homolog Ket to mouse chromosome
1
JOURNAL Mamm. Genome 9 (11), 899-902 (1998)
MEDLINE 95018225
FEATURES Location/Qualifiers
source 1. .4849
/organism="Homo sapiens®
/db_xref="taxon:9606"
/chromosome="3"
/dev_stage="adult”
/tissue_type="skeletal muscle and keratinocyte culture"
/map="3q27"
gene 28. .2070
/gene="KET"
CDS 28. .2070
/gene="KET"
/codon_start=1
/product="KET protein"
/protein_id="CAA76562.1"
/db_xref="GI:3970717"
/translation="MNFETSRCATLQYCPDPYIQRFVETPAHFSWKESYYRSTMSQST
QTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQDSD
LSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDALS
PSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTY STELKKLYCQIAKTCPIQIKVMTP
PPQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYV
EDPITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQV
LGRRCFEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRONTHGIQMTSIKK
RRSPDDELLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQQQQHQHLLQKQ
. TSIQSPSSYGNSSPPLNKMNSMNKLPSVSQLINPQQRNALTPTTIPDGMGANIPMMGT
HMPMAGDMNGLSPTQALPPPLSMPSTSQCTPPPPYPTDCSIVSFLARLGCSSCLDYFT
TQGLTTIYQIEHYSMDDLASLKIPEQFRHATIWKGILDHRQLHEFSSPSHLLRTPSSAS
TVSVGSSETRGERVIDAVRFTLRQTISFPPRDEWNDFNFDMDARRNKQQRIKEEGE"
BASE COUNT 1377 a 1076 ¢ 988 g 1407 t 1 others
ORIGIN
Query Match 91.7%; Score 1232; DB 92; Length 4849;
Best Local Similarity 100.0%; pPred. No. 0;
Matches 1232; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;
Qy 1 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttccagcatatetgg 60
PERTVEVRER I e et e bbb e e ettt
Db 145 ATGTCCCAGAGCACACAGACAAATGAATTCCTCAGTCCAGAGGTTTTCCAGCATATCTGG 204
Qy 61 gattttctggaacagcctatatgttcagttcagcccattgacttgaactttgtggatgaa 120
PEREVERETOE et e e b e b bt e e e ettt trenil
Db 205 GATTTTCTGGAACAGCCTATATGTTCAGTTCAGCCCATTGACTTGAACTTTGTGGATGAA 264
Qy 121 ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcag 180
AR AEAREA Ll [BENR 111 RN LR ELLLY
Db 265 CCATCAGAAGATGGTGCGACAAACAAGATTGAGATTAGCATGGACTGTATCCGCATGCAG 324
Qy 181 gactcggacctgagtgaccccatgtggccacagtacacgaacctggggctecctgaacage 240
PRI ETREE R e e b b e ety b ey by ettt
Db 325 GACTCGGACCTGAGTGACCCCATGTGGCCACAGTACACGAACCTGGGGCTCCTGAACAGC 384
Qy 241 atggaccagcagattcagaacggctcctegtcecaccagtccctataacacagaccacgeg 300
PEVETRIE LY VLR b ey e e i b e e ettty
Db 385 ATGGACCAGCAGATTCAGAACGGCTCCTCGTCCACCAGTCCCTATAACACAGACCACGCG 444
Qy 301 cagaacagcgtcacggcegccctcegeccctacgcacageccagctecaccttegatgetete 360
FPERETYREV RN Ryt b ey et e e e e by i e
Db 445 CAGAACAGCGTCACGGCGCCCTCGCCCTACGCACAGCCCAGCTCCACCTTCGATGCTCTC 504
Qy 361 tctccatcacccgecateccctecaacaccgactacccaggeccgcacagtttegacgtg 420
TELREY TV R b e e bbb e b e et ey
Db 505 TCTCCATCACCCGCCATCCCCTCCAACACCGACTACCCAGGCCCGCACAGTTTCGACGTG 564
Qy 421 tcctteccagcagtcgagcaccgcecaagteggecacctggacgtattccactgaactgaag 480

Db 565
Qy 481
Db 625
Qy 541
Db 685
Qy 601
Db 745
Qy 661
Db 805
Qy 721
Db 865
Qy 781
Db 925
Qy 841
Db 985
Qy 901
Db 1045
Qy 961
Db 1105
Qy 1021
bb 1165
Qy 1081
Db 1225
Qy 1141
Db 1285
Qy 1201
Db 1345
RESULT
AF075429
LOCUS
DEFINITION
ACCESSION
VERSION
KEYWORDS
SOURCE
ORGANISM
REFERENCE
AUTHORS
TITLE
JOURNAL

us-09-670-568b-2_copy_145_1488.rge

Page 9

PEPRPEEE e et e b e e et et e r e et
TCCTTCCAGCAGTCGAGCACCGCCAAGTCGGCCACCTGGACGTATTCCACTGAACTGAAG 624
aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacct 540
PERTELEEY L e et et e b e r e e e e e e e e et el
AAACTCTACTGCCAAATTGCAAAGACATGCCCCATCCAGATCAAGGTGATGACCCCACCT 684
cctcagggagctgttatcegegeccatgectgtectacaaaaaagctgagcacgtcacggag 600
EEEVETEEY T e e b b e b e e e bt e ity
CCTCAGGGAGCTGTTATCCGCGCCATGCCTGTCTACAAAARAGCTGAGCACGTCACGGAG 744
gtggtgaagcggtgcecccaaccatgagetgageegtgaattcaacgagggacagattgee 660
COETETEEN i e et e et et e e e bbb
GTGGTGAAGCGGTGCCCCAACCATGAGCTGAGCCGTGAATTCAACGAGGGACAGATTGCC 804
cctectagtceatttgattcgagtagaggggaacagccatgcccagtatgtagaagatece 720
PEVLEEEE et rer ey e e ererererenel (RN FEETELT
CCTCCTAGTCATTTGATTCGAGTAGAGGGGAACAGCCATGCCCAGTATGTAGAAGATCCC 864
atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaatte 780
FEEEVETERELRTN TREEEETR et et et e ekl
ATCACAGGAAGACAGAGTGTGCTGGTACCTTATGAGCCACCCCAGGTTGGCACTGAATTC 924
acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgcegt 840
FPEECEETER et et i e b e b e e e et el
ACGACAGTCTTGTACAATTTCATGTGTAACAGCAGTTGTGTTGGAGGGATGAACCGCCGT 984
ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgctge 900
PEVERETRTII TS e e et ettt e e e r b et el
CCAATTTTAATCATTGTTACTCTGGAAACCAGAGATGGGCAAGTCCTGGGCCGACGCTGC 1044
tttgaggcccggatctgtgettgeccaggaagagacaggaaggcggatgaagatagcate 960
PIATVET R R R R et e e e e b b e e el
TTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGACAGGAAGGCGGATGAAGATAGCATC 1104
agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcegeecgtttegt 1020
PEREVRLETA ettt i b b ey e bbbl
AGAAAGCAGCAAGTTTCGGACAGTACAAAGAACGGTGATGGTACGAAGCGCCCGTTTCGT 1164
cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa 1080
[RERERARERRRNAR
CAGAACACACATGGTATCCAGATGACATCCATCAAGAAACGAAGATCCCCAGATGATGAA 1224
ctgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagag 1140
ECEEEE et e b e e e e e e r e i e e e b e el
CTGTTATACTTACCAGTGAGGGGCCGTGAGACTTATGAAATGCTGTTGAAGATCAAAGAG 1284
tcecctggaactcatgcagtaccttectcagcacacaattgaaacgtacaggcaacagcaa 1200
CLEYET TR e bbb e e b b e e i b e e et
TCCCTGGAACTCATGCAGTACCTTCCTCAGCACACAATTGAAACGTACAGGCAACAGCAA 1344
cagcagcagcaccagcacttacttcagaaaca 1232
FREEEEEE Rt by
CAGCAGCAGCACCAGCACTTACTTCAGAAACA 1376

AF075429 1182 bp mRNA PRI 04-0CT-1998

Homo sapiens DN p63 gamma mRNA, complete cds.

AF075429

AF075429.1 GI:3695079

human.

Homo sapiens

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;

Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.

1 (bases 1 to 1182)

Yang,A., Kaghad,M., Wang,Y., Gillett,E., Fleming,M.D., Dotsch,V.,

Andrews,N.C., Caput,D. and McKeon, F.

p63, a p53 homolog at 3g27-29, encodes multiple products with
transactivating, death-inducing, and dominant-negative activities

Mol. Cell 2 (3), 305-316 (1998)
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MEDLINE 98448095
REFERENCE 2 (bases 1 to 1182)
AUTHORS Yang,A., Kaghad,M., Caput,D. and McKeon, F.
TITLE Direct Submission
JOURNAL Submitted (30-JUN-1998) cell Biology, Harvard Medical School, 240
Longwood Ave, Boston, MA 02115, USA
FEATURES Location/Qualifiers
source 1. .1182
/organism="Homo sapiens"”
/db_xref="taxon:9606"
/chromosome="3*"
/map="3q27-q29"
CcDS 1. .1182 -
/function="transcription factor"
/note="second splice variant; related to p53 and p73"
/codon_start=1
/product="DN p63 gamma"
/protein_id="AAC62634.1"
/db_xref="GI:3695080"
\ﬁﬁm:mwmnHO:u=ZE&bmzz>oe0meMO%HthbrzmzcooHozommmemv&zecm
>Ozw<e>vmv<>ouwmem0>rmvmv>me2HD~nmvmmw0<mmoomma>wm>e26~me
mrzxr&ooH>xaoUHoHx<16vmMOQV<Hmb!v<~mzbmm<em<<wz0vz=mrmxmwz
mooH>vvmthx<mmzmm>o<<mcvHenx0m<r<v<mvvo<memmea<b<zm302wmo
<nnzzzwvHhHH<4rmemvoo<rmmwommwxHnwnvﬂwcmz>cm0meNOO<mUmew2
OUO%vamwozamnHOZHmHxxwxmvOUMbrwbm<mmmme~mthxmemrmrzowbv
0:&Hmewxoooooomomhboxmrbm>omwzmr<mmmwmemxomU<Mﬁxmmzmwzwm<~
u:
BASE COUNT 330 a 342 ¢ 276 g 234 t
ORIGIN
Query Match 84.9%; Score 1140.6; DB 88; Length 1182;
Best Local Similarity 98.4%; Pred. No. 1.9e-289;
Matches 1152; Conservative 0; Mismatches 18; 1Indels 0; Gaps 0;
Qy 174 omnonmmmmnﬁommmonnmmmnmmonnnmﬁmnmonnmnmmnmnmoommoonmmeOﬁnOﬁ 233
[ I | [AEANRNAR RSN EARARENANE]
Db 9 nnenoy>>>n>>enonO>Q>OenwbeHewmﬂm>mnﬁ>0>me>nwnO>>OOHQQQQOHOOH 68
Qy 234 mmmnmmomnmmmonmmommmnﬁnmmmmommanOHQQHOOmo agtccctataacacaga 293
IV ELEL et [NIEARRR! AEERERNARRRRRE]
Db 69 n>>o>mn>enQ>onb00>0>eanwmw>nmmoaonenmannboo>aeoone»e>>0>o>n> 128
Qy 294 nnmomomommmmnmmoanomnmaoononnnannoﬁwomomnmmnoom@onnomoonﬁomm 353
[LRA PEERLLELTEL T e rer e VLLELELRER LI
Db 129 nn>00000>o>>0>000en>nnmOOO00Homnn0ebﬂmn>n>moon>mnann>ooeeno> 188
Qy 354 ﬁ@ﬂﬁnnnﬂcnoomnomonomnonnonnonoomwownoomonmooowmmono cacagttt 413
OLETULR L T iy RSN EENRN RN RRRANE] [ANARR]
Db 189 aanaoanenanObaovonnoOnvannnneoo>>O>OOQ>Oa>000>nmnoooown>oqee 248
Qy 414 nmmnmﬁmﬁnnnnnommnmmﬁommmnmnomonwmmﬁooooomoonmomnmﬁmnnnnmnn@w 473
[EEENRRRRRA NN SRENANRRAARRRRARNNED PEVETET L) VEVETET G
Db 249 Om>00anennaan0>nn§mennPonv00000>>mHOOQOﬂwnnemmbnoeweeon>neo> 308
Qy 474 mnnowmmmmwnﬂnﬁmononommmnnmommmmmnmﬁmoooomﬁnowmmﬁnmmomnmmﬁomo 533
I PULCLEEETEER N ety LELELET [NANRNARE
Db 309 >nenbbnb>>oaoe>0eano>>>eaﬁnm>>m>n>qmnnnnweoo>0>eo>>oneo>am>o 368
Qy 534 noomonnnonnmomamonnmnnmﬁonmn@oomﬁooowonOﬁmommmmmeOﬁomonmomﬁ 5983
PLERRLLEI RV RTE Erinnn EENNARRARARNARRRNEE) LLETEIEL
Db 369 Ono>0neonHO>QQQ>QOGQHe>enOmnmnn>emnneoeoe>ow&>>>>mneo>ao>ome 428
Qy 594 omowwmmmnamﬂmmmmnmcnmnnnomwnnmnmmoonmmonoonommﬂwowmommumomom 653
JIEELETT FELALEEI et [AEERARN] [KERNRERRARE]
Db 429 n>nQn>mmeomeo»>onnnamnnnow>oo>eo>ooem>moonem»>aeo>>nm>nno>n> 488
Qy 654 mmnﬂQOQOOﬁonﬁmmnomnﬁﬁmmﬁnnom@ﬁmwm gggaacagccatgcccagtatgtaga 713
VLRIV e et PELLRLEEET I et
Db 489 GATTGCCCCTCCTAGTCATTTGATTCGAGTAGA! GGGAACAGCCATGCCCAGTATGTAGA 548
Qy 714 mmmnnonmﬁownmmcmmmwnmmmoﬁmﬁ@nnmonmoonﬁmﬁommoomoooomm@nﬁmcomo 773

PELELTELLREIN TR D b ie i IRNRNARY (NERRARN 1

:mnow|chammmuumloow%lwnmlwhwm.Hmm

Page 10

Db 549 >O>6000>e0>n>mn>&nvn>nvneQenoeOme>00e%>em>moo>nnonbmoeeamn>0 608
Qy 774 ﬁommnnnmncmommnnnnmnmnmmnnnownonmﬁmmomm agttgtgttggagggatgaa 833
FLELE LR i T ettt FEVTEEYTErenenretd
Db 609 e0>>eeO>Om>0vneoeene§0>>qeeﬂ>ﬂoena>>o>0 AGTTGTGTTGGAGGGATGAA 668
Qy 834 noannﬂﬁoommnnnﬁwmnomnnmnﬁmnnnn@mmmmoomammwnmm@nmmmnonnommnom 893
[AEARRRERRRRERE] [EERARAN [ARNERRR [NERARARE
Db 669 OOnnOOHOO>>seee>>en>HHOeH>OeneQQ}>>OO>Q>Q>HQO®O>>9HOOHQQQOOO 728
Qy 894 moonﬁOOﬂnnummmnnnmmmﬁoﬁmnmowmmoonmmmmmmmmmnmmamm gcggatgaaga 953
. FEVETEVEIREIEN bt VELETELEL R e [REARREAN
Db 729 >OonemoeaeowonnOonn>eOaneooeanoon>00w>m>my0>om>> GCGGATGAAGA 788
Qy 954 nmmownom@mmmmowmowmmnﬁmnommommﬁmommm aacggtgatggtacgaagcgcec 1013
FELLRLTET IR e i bty [REEARAR [NEARRRNRER
Db 789 H>OO>HOvn>>>00>00bbneﬂenQO>O>Qewo>>>m>>OQQHQ>HOQH>OQ>>QOQOOO 848
Qy 1014 oﬁﬁﬁooﬁnm@mmowomnmwmoﬁmnnnmmmﬁwmomnnnmﬁomwmmmmnammmmﬁoooomwm 1073
RN NN N NN AR NI RN Y [ARARNE] [EERARANANAE)
Db 849 Oeeeone0>0>>D>G>n>enne>eQO>Q>HO>O>HOovqn$>n§>>0m>b0>enonnbm> 908
Qy 1074 ﬁ@mﬁommnﬁmnﬁmnmnnﬁmonmmnnmmm@anomnmmmmnﬁnunmmmwﬁuo¢mﬂﬁmmmmmﬁ 1133
FPEETERELEILEb b NN NRERRARRERED TELRELEE
Db 909 eo>emw>neoee>e»naeboG>Qeo>mQoOoomem>0>nee>em>>>qmneneemw>n>e 968
Qy 1134 ommmomoﬁnoOﬁommwOWQmﬁmommﬂNQOﬁﬁonnnmmnmomnmmnﬁmwmmomnmowmmnm 1193
FVPVLLELEE et ARRRRAR! IRENERERANAR
Db 969 Ow>>n>mqOO0HOQwbneO>%OO>QHwn0HHOOHO>OO>O>O§>HHO$>$OOH>O>QQO> 1028
Qy 1194 mnwmommnmmommommnmoomonmonanﬁﬁommmmmomnnnooﬁnﬁomwooﬂQOﬁnnma 1253
[ERRRRER! PEEVULELELEL Rttt IARERARERRERER!
Db 1029 >O>QO>>O?QO>oo>o0>00>m0>0eewoqaowow>>n>enanneeeo>mooenoeqn>o 1088
Qy 1254 nmwnmmanﬁnonmmmmoooomomomommwonoommmmnwmﬁOﬁmmoonnﬁnnﬁnnmomom 1313
(NN RA RN ARE] [AENSARARERRRRE AR PLEELEELE ey
Db 1089 nb>anvnnaeneno>QOOOOQQ>O»O>>>Oe00>>>>n>>HOHQ>OOHOHHOHHH>O>0w 1148
Qy 1314 ttccaagcecccaaaccgatcagtgtaccca 1344
PR e e e
Db 1149 eHnnw>nnn0Onww>000>eowmeme>onn> 1179
RESULT 10
AF075434
LOCUS AF075434 1452 bp MRNA ROD 04-0CT-1998
DEFINITION Mus musculus TA*p63 gamma mRNA, complete cds.
ACCESSION AF075434
VERSION AF075434.1 GI:3695089
KEYWORDS .
SOURCE house mouse.
ORGANISM Mus musculus
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Rodentia; Sciurognathi; Muridae; Murinae; Mus.
REFERENCE 1 (bases 1 to 1452)
AUTHORS Yang,A., Kaghad,M., Wang,Y., Gillett,E., Fleming,M.D., Dotsch,V.,
Andrews,N.C., Caput,D. and McKeon,F.
TITLE p63, a p53 homolog at 3927-29, encodes multiple products with
transactivating, death-inducing, and dominant-negative activities
JOURNAL Mol. Cell 2 (3), 305-316 (1998)
MEDLINE 98448095
REFERENCE 2 (bases 1 to 1452)
AUTHORS Yang,A., Kaghad,M., Caput,D. and McKeon,F.
TITLE Direct Submission
JOURNAL  Submitted (30-JUN-1998) Cell Biology, Harvard Medical School, 240
Longwood Ave, Boston, MA 02115, USA
FEATURES Location/Qualifiers
source 1. .1452
/organism="Mus musculus®
/db_xref="taxon:10090"
/chromosome="16"
CDS 1. .1452

/function="transcription factor"
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/note="first splice variant; related to p53 and p73°"

/codon_start=1
/product="TA*p63 gamma"
/protein_id="AAC62639.1"
/db_xref="GI:3695090"

/translation="MNFETSRCATLQYCPDPYIQRFIETPAHFSWKESYYRSAMSQST
QTSEFLSPEVFQHIWDFLEQPICSVQPIELNFVDEPSENGATNKIEISMDCIRMQDSD
LSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDALS
PSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTP
PPQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYV
EDPITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQV
LGRRCFEARICACPGRDRKADEDSIRKQQVSDSAKNGDAFRQNTHGIQMTSIKKRRSP
DDELLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQQQQHQHLLQKHLLSA

CFRNELVEPRGEAPTQSDVFFRHSNPPNHSVYP"

60

177
120
237
180
297
240
357
300
417
360
477
420
537
480
597
540
657
600
717
660
777
720
837
780

BASE COUNT 394 a 427 c 341 g 290 t
ORIGIN
Query Match 83.4%; Score 1121.2; DB 94; Length 1452;
Best Local Similarity 90.3%; Pred. No. 2.4e-284;
Matches 1214; Conservative 0; Mismatches 118; 1Indels 12; Gaps
Qy 1 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttecagcatatetgg
TECRE ARETEERE TVt o b reer v arnerengninnn
Db 118 ATGTCGCAGAGCACCCAGACAAGCGAGTTCCTCAGCCCAGAGGTCTTCCAGCATATCTGG
Qy 61 gattttctggaacagcctatatgttcagttcageccattgacttgaactttgtggatgaa
PEVRRVETT R e b et b et B fryrnentd
Db 178 GATTTTCTGGAACAGCCTATATGCTCAGTACAGCCCATCGAGTTGAACTTTGTGGATGAA
Qy 121 ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcag
TR LR R 1l PEVLLELLELET !
Db 238 CCTTCCGAAAATGGTGCAACAAACAAGATTGAGATTAGCATGGATTGTATCCGCATGCAA
Qy 181 gactcggacctgagtgaccccatgtggccacagtacacgaacctggggctectgaacage
LEARE ETEEE TR by by e ety b et
Db 298 GACTCAGACCTCAGTGACCCCATGTGGCCACAGTACACGAACCTGGGGCTCCTGAACAGC
Qy 241 atggaccagcagattcagaacggctcctcgtccaccagtcectataacacagaccacgeg
PETVREREY R bR b e e r v e et e
Db 358 ATGGACCAGCAGATTCAGAACGGCTCCTCGTCCACCAGCCCCTACAACACAGACCACGCA
Qy 301 cagaacagcgtcacggcgccctegecctacgcacageccagetecaccettegatgetete
PEVEE ARENE FVRERE e et bV e et e renetl it
Db 418 CAGAATAGCGTGACGGCGCCCTCGCCCTATGCACAGCCCAGCTCCACCTTTGATGCCCTC
Qy 361 tctccatcacccgccatcccctccaacaccgactacccaggeccgcacagtttegacgtyg
FORETTEE T T SR e e PEr vy el 1l
Db 478 TCTCCATCCCCTGCCATTCCCTCCAACACAGATTACCCGGGCCCACACAGCTTCGATGTG
Qy 421 tccttccagcagtcgagcaccgccaagteggccacctggacgtattcecactgaactgaag
PATCLERRRIY v e TR e YO b ey e g
Db 538 TCCTTCCAGCAGTCAAGCACTGCCAAGTCAGCCACCTGGACGTATTCCACCGAACTGAAG
Qy 481 aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacet
I | (AN FRVEVEREE R e ereriierent
Db 598 AAGCTGTACTGCCAGATTGCGAAGACATGCCCCATCCAGATCAAGGTGATGACCCCACCC
Qy 541 cctcagggagctgttatccgcgccatgcctgtctacaaaaaagctgagcacgtecacggag
PEREREE ARty breererrrniennnnn i FULVELED T |
Db 658 CCACAGGGCGCTGTTATCCGTGCCATGCCTGTCTACAAGAAAGCTGAGCATGTCACCGAG
Qy 601 gtggtgaagcggtgccccaaccatgagctgagccgtgaattcaacgagggacagattgee
PRI 0 0 FE PR b e e b e Pt
Db 718 GTTGTGAAACGATGCCCTAACCATGAGCTGAGCCGTGAGTTCAATGAGGGACAGATTGCC
Qy 661 cctcctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagateee
PEUEE TREREr ety i b A e bbby e e
Db 778 CCTCCCAGTCATCTGATTCGAGTAGAAGGGAACAGCCATGCCCAGTATGTAGAAGATCCT
Qy 721 atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaatte
PERRT TEUEE Cren e PR B e e bt trgrerntn.
Db 838 ATCACGGGAAGGCAGAGCGTGCTGGTCCCTTATGAGCCACCACAGGTTGGCACTGAATTC

897

1;

us-09-670-568b-2_copy_145_1488.rge
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Qy 781 acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgccegt 840
PETEEEEE EPEr e b e e e bt el 11

Db 898 ACAACAGTCCTGTACAATTTCATGTGTAACAGCAGCTGCGTCGGAGGAATGAACAGACGT 957

Qy 841 ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggecgacgetge 900

. FERREEEEREEr e e i ittt b bt bbbl 1l

bb 958 CCAATTTTAATCATCGTTACTCTGGAAACCAGAGATGGGCAAGTCCTGGGCCGACGGTGC 1017

Qy 901 tttgaggcccggatctgtgcettgcccaggaagagacaggaaggcggatgaagatageate 960
PEVERTREL Tt it b b e et bttt

Db 1018 TTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGACCGGAAGGCAGATGAAGACAGCATC 1077

Qy 961 agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgeccegtttegt 1020
FLOLETERRENET sl brenrerenl | AL

Db 1078 AGAAAGCAGCAAGTATCGGACAGCGCAAAGAACGGCGATG-==-~~------~ CTTTCCGT 1125

Qy 1021 cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa 1080
FEVEE BEREE 10 b ol PECTETELE RV eyt

Db 1126 CAGAATACACACGGAATCCAGATGACTTCCATCAAGAAACGGAGATCCCCAGATGATGAG 1185

Qy 1081 ctgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagag 1140
NI R R R R RN R N A R O N N A O AN NN R NN NANASAN

Db 1186 CTGCTGTACCTACCAGTGAGAGGTCGTGAGACGTACGAGATGTTGCTGAAGATCAAAGAG 1245

Qy 1141 tccctggaactcatgcagtaccttectcagcacacaattgaaacgtacaggcaacagcaa 1200
ELEEEE Lt e e ety e i e i e

Db 1246 TCACTGGAGCTCATGCAGTACCTCCCTCAGCACACGATCGAAACGTACAGGCAGCAGCAG 1305

Qy 1201 cagcagcagcaccagcacttacttcagaaacatctcctttcagcectgcttcaggaatgag 1260
PERERELETET et re e e e ey b e e e Cr e e e e

Db 1306 CAGCAGCAGCACCAGCACCTACTTCAGAAACATCTCCTTTCAGCCTGCTTCAGGAATGAG 1365

Qy 1261 cttgtggagccccggagagaaactccaaaacaatctgacgtcttctttagacattccaag 1320
PEREVEVETEESEy e ceere trtd b e At e e e el

Db 1366 CTTGTGGAGCCCCGGGGAGAAGCTCCGACACAGTCTGACGTCTTCTTTAGACATTCCAAC 1425

Qy 1321 cccccaaaccgatcagtgtaccca 1344
PELETELETE 1y el

Db 1426 CCCCCAAACCACTCCGTGTACCCA 1449

RESULT 11

AF075435

LOCUS AFQ075435 1668 bp mRNA ROD 04-0CT-1998

DEFINITION Mus musculus TA*p63 beta mRNA, complete cds.

ACCESSION  AF075435

VERSION AF075435.1 GI:3695091

KEYWORDS

SOURCE house mouse.

ORGANISM Mus musculus

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Rodentia; Sciurognathi; Muridae; Murinae; Mus.

REFERENCE 1 (bases 1 to 1668)
AUTHORS Yang,A., Kaghad,M., Wang,Y., Gillett,E., Fleming,M.D., Dotsch,Vv.,
Andrews,N.C., Caput,D. and McKeon, F.
TITLE p63, a p53 homolog at 3927-29, encodes multiple products with
transactivating, death-inducing, and dominant-negative activities
JOURNAL  Mol. Cell 2 (3), 305-316 (1998)
MEDLINE 98448095
REFERENCE 2 (bases 1 to 1668)
AUTHORS Yang,A., Kaghad,M., Caput,D. and McKeon, F.
TITLE Direct Submission
JOURNAL Submitted (30-JUN-1998) Cell Biology, Harvard Medical School, 240
Longwood Ave, Boston, MA 02115, USA
FEATURES Location/Qualifiers
source 1. .1668
/organism="Mus musculus"
/db_xref="taxon:10090"
/chromosome="16"
CDS 1. .1668

/function="transcription factor"”
/note="second splice variant; related to p53 and p73"
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BASE COUNT 451 a 512 ¢ 380 g 325 t
ORIGIN
Query Match 78.7%; Score 1057.6; DB 94; Length 1668;
Best Local Similarity 91.2%; Pred. No. 1.3e-267;
Matches 1123; Conservative 0; Mismatches 109; Indels 0; Gaps
oy 1 mﬂmnonommmaomownmmwommmnammnnoowowmnoommwmmnﬁnnoom@nmﬁmnnnma 60
PIELE AR e 1 PIVETELE VEEEEEEE Ry Il
Db 118 >emanon>o>00>000>o>0>>mom>neeoneo>moOO>0>mOéneeno>moweweoeoo 177
Qy 61 mmﬁnnnnnmmmmomoonﬂmnmnoﬁﬁnmoﬁnnmaooomﬁﬁmmonnommonwﬁmnmmuﬁmmm 120
FVRLLLEEEEE Tttt teitr 141 LV Lt
Db 178 Q>aeeeoeomb>0>QOOe>e>anneo>na>o>0Onnbenmwmeeawwneeemeom>emww 237
Qy 121 nnmnommmmmmnmmﬁmommommmnmmmmnnmmmmnﬁmmomﬁmmwnﬁmnmnnnoomﬁoomm 180
Iy FIELLLEERCICEI bt v it et
Db 238 ooeeooo>>b>emmamn>>n>>>o>>m>eem>o>eevmoveno>aene>eonno>eoo>> 297
Qy 181 amonoocmnnﬁmmmnomonnomnmnmmnomommnmnmoommooanQQOﬂoonmmmom@o 240
LELVL L0 by VELELEREETEL e ey P
Db 298 ownao>0>nOeo>nem>nonO>eoeomnnvnvme>o>now>0oaooomoeooen>>0>mo 357
Qy 241 mnmmmnommowomnnnmmmmnmaonnonoonoomoomonoonnmﬁwmnmowamonmomom 300
PLELVELEE it it VILELE LRIV TPELeirinng it
Db 358 >aon>oO>QO>Q>Aen>Q»rnnmneonsonenOwonymnnooe>0>>0>0>n>00>noow 417
Qy 301 nmmmmommomnomnmmnmnonﬁO@OOOﬁmoaomomoooomoonoomoonnoownmomonn 360
PEERE LEE VL e b g PIVLVELEEIRIN et 1ty Il
Db 418 0>m>>e>onoem>nomnonnceOmnOne>amnvo>nooo>noeoo>oneean>enoooen 477
Qy 361 ﬁonoownomonnaonmﬁoanonnnmmomonmmnnmnnnmnoooomomomoﬁﬁnommomﬂm 420
Tl DL e et a1 FEELL TLEIE 0 it 11
Db 478 eoeno>enoooannn>ﬂennnenn>>n>n>Q>eewooonoooOnb0>0>ooeaon>eneo 537
Qy 421 noonﬁoowoommnoowoomooooommonooooomnnﬁmmmomnwﬁnocmnnmmmnﬂmomm 480
SV EREE e T RN LLLELOVERE THenbnnd
Db 538 enOaeno>on>nen>>no>oamon>>oeo>000wonemn>noeweenn>oon>>neo>>o 597
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/codon_start=1
/product="TA*p63 beta"
/protein_id="AAC62640.1"
/db_xref="GI:3695092"
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RESULT 12
AF075436
LOCUS
DEFINITION
ACCESSION
VERSION
KEYWORDS
SOURCE
ORGANISM

REFERENCE
AUTHORS

TITLE

JOURNAL
MEDLINE
REFERENCE
AUTHORS
TITLE
JOURNAL

FEATURES
source

CDS

AF075436 2043 bp MRNA ROD 04-0CT-1998
Mus musculus TA*p63 alpha mRNA, complete cds.
AF075436

AF075436.1 GI:3695093
house mouse.
Mus musculus
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Rodentia; Sciurognathi; Muridae; Murinae; Mus.
1 (bases 1 to 2043)
Yang,A., Kaghad,M., Wang,Y., Gillett,E., Fleming,M.D., Dotsch,V.,
Andrews,N.C., Caput,D. and McKeon,F.
p63, a p53 homolog at 3927-29, encodes multiple products with
transactivating, death-inducing, and dominant-negative activities
Mol. Cell. 2 (3), 305-316 (1998)
98448095
2 (bases 1 to 2043)
Yang,A., Kaghad,M., Caput,D. and McKeon,F.
Direct Submission
Submitted (30-JUN-1998) Cell Biology, Harvard Medical School, 240
Longwood Ave, Boston, MA 02115, USA
Location/Qualifiers
1. .2043
/organism="Mus musculus"®
/db_xref="taxon:10090"
/chromosome="16"
1. .2043
/function="transcription factor"
/note="third splice variant; related to p53 and p73°
/codon_start=1
/product="TA*p63 alpha"
/protein_id="AAC62641.1"
/db_xref="GI:3695094"
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PPQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYV
EDPITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVILETRDGQV
LGRRCFEARICACPGRDRKADEDSIRKQQVSDSAKNGDGTKRPFRQONTHGIQMTSIKK
RRSPDDELLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQQQQHQHLLQKQ
TSMQSQSSYGNSSPPLNKMNSMNKLPSVSQLINPQQRNALTPTTMPEGMGANIPMMGT
HMPMAGDMNGLSPTQALPPPLSMPSTSHCTPPPPYPTDCSIVSFLARLGCSSCLDYFT
TQGLTTIYQIEHYSMDDLASLKIPEQFRHAIWKGILDHRQLHDFSSPPHLLRTPSGAS
TVSVGSSETRGERVIDAVRFTLRQTISFPPRDEWNDFNFDMDSRRNKQQRIKEEGE"

BASE COUNT 536 a 622 ¢ 471 g 414 t
ORIGIN
Query Match 78.7%; Score 1057.6; DB 94; Length 2043;
Best Local Similarity 91.2%; Pred. No. 1.3e-267;
Matches 1123; Conservative 0; Mismatches 109; Indels 0; Gaps
Qy 1 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttccageatatetgg 60
FEELE PRt benrre e L L rrern e et
Db 118 ATGTCGCAGAGCACCCAGACAAGCGAGTTCCTCAGCCCAGAGGTCTTCCAGCATATCTGG 177
Qy 61 gattttctggaacagcctatatgttcagttcagcccattgacttgaactttgtggatgaa 120
PEVCTRRLRTTETE R YR e b LR b At et ererinid
bb 178 GATTTTCTGGAACAGCCTATATGCTCAGTACAGCCCATCGAGTTGAACTTTGTGGATGAA 237
Qy 121 ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcag 180
PEEE VT PR Tern e e e b e et b e b et
Db 238 CCTTCCGAAAATGGTGCAACAAACAAGATTGAGATTAGCATGGATTGTATCCGCATGCAA 297
Qy 181 gactcggacctgagtgaccccatgtggccacagtacacgaacctggggctectgaacage 240
PRy I 111 FRELREVR e ene
Db 298 GACTCAGACCTCAGTGACCCCATGTGGCCACAGTACACGAACCTGGGGCTCCTGAACAGC 357
Qy 241 atggaccagcagattcagaacggctcctcgtccaccagtecctataacacagaccacgeg 300
PEVRTURTEEE BT R et ety el b e ety
Db 358 ATGGACCAGCAGATTCAGAACGGCTCCTCGTCCACCAGCCCCTACAACACAGACCACGCA 417
Qy 301 cagaacagcgtcacggcgecctegecctacgcacageccagetecaccttegatgetete 360
PORTE TRLEE BV el et b ey et bt
Db 418 CAGAATAGCGTGACGGCGCCCTCGCCCTATGCACAGCCCAGCTCCACCTTTGATGCCCTC 477
Qy 361 tctccatcacccgccatcccctccaacaccgactacccaggcccgcacagtttegacgtg 420
PLOLEEEE P bbb e veee LEir A iaene b
Db 478 TCTCCATCCCCTGCCATTCCCTCCAACACAGATTACCCGGGCCCACACAGCTTCGATGTG 537
Qy 421 tccttccagcagtcgagcaccgccaagtcggecacctggacgtattccactgaactgaag 480
PEVRIRTEET e bt A e YR bt e e 1ttt
Db 538 qoneenn>mn>Qeo>>nn>nHnOD>>OHO>QOO>OOHOQ§OQa>eaon>nnnw>naob>m 597
Qy 481 aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccaccet 540
UL TREERIE FL e PRt e b e e byt
Db 598 AAGCTGTACTGCCAGATTGCGAAGACATGCCCCATCCAGATCAAGGTGATGACCCCACCC 657
Qy 541 cctcagggagctgttatccgcgeccatgectgtctacaaaaaagetgagcacgtcacggag 600
TEErr et 111 RN ARARANN! |
Db 658 CCACAGGGCGCTGTTATCCGTGCCATGCCTGTCTACAAGAAAGCTGAGCATGTCACCGAG 717
Qy 601 gtggtgaagcggtgccccaaccatgagctgagecgtgaattcaacgagggacagattgee 660
PE VYR L R PR e beeer pvrv ettt
Db 718 GTTGTGAAACGATGCCCTAACCATGAGCTGAGCCGTGAGTTCAATGAGGGACAGATTGCC 777
Qy 661 cctcctagtcatttgattcgagtagaggggaacagccatgeccagtatgtagaagatcee 720
FVLEE Ve CEEr e e bt e e e e e i ererenel
Db 778 CCTCCCAGTCATCTGATTCGAGTAGAAGGGAACAGCCATGCCCAGTATGTAGAAGATCCT 837
Qy 721 atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaatte 780
PEOEY LREED LV vt et b et v tendn
Db 838 ATCACGGGAAGGCAGAGCGTGCTGGTCCCTTATGAGCCACCACAGGTTGGCACTGAATTC 897
Qy 781 acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgecegt 840
PERTEEE R e e e e e e o b v brrrer 1ol
Db 898 ACAACAGTCCTGTACAATTTCATGTGTAACAGCAGCTGCGTCGGAGGAATGAACAGACGT 957
Qy 841 ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggecegacgctge 900

0;

Db 958 CCAATTTTAATCATCGTTACTCTGGAAACCAGAGATGGGCAAGTCCTGGGCCGACGGTGC 1017
Qy 901 tttgaggcccggatctgtgettgcccaggaagagacaggaaggcggatgaagatagcate 960
PEREESTE LRIy by vt vererer et rrnel
Db 1018 TTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGACCGGAAGGCAGATGAAGACAGCATC 1077
Qy 961 agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgecegtttegt 1020
PORCRERETErr ey vl bv e rere bt ey e riiie 1l
Db 1078 AGAAAGCAGCAAGTATCGGACAGCGCAAAGAACGGCGATGGTACGAAGCGCCCTTTCCGT 1137
Qy 1021 cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa 1080
POEEE TR T e trea e eyt v L [RER
Db 1138 CAGAATACACACGGAATCCAGATGACTTCCATCAAGAAACGGAGATCCCCAGATGATGAG 1197
Qy 1081 ctgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagag 1140
RIS EE PULE L VEVERERE b by bk b el
Db 1198 CTGCTGTACCTACCAGTGAGAGGTCGTGAGACGTACGAGATGTTGCTGAAGATCAAAGAG 1257
Qy 1141 tccctggaactcatgcagtaccttcectcagcacacaattgaaacgtacaggcaacagcaa 1200
e el PEEVEEE LRVt b bbb e e
Db 1258 TCACTGGAGCTCATGCAGTACCTCCCTCAGCACACGATCGAAACGTACAGGCAGCAGCAG 1317
Qy 1201 cagcagcagcaccagcacttacttcagaaaca 1232
FEEEEEEREr e verererindnd
Db 1318 CAGCAGCAGCACCAGCACCTACTTCAGAAACA 1349
RESULT 13
RSKET
LOCUS RSKET 4991 bp MRNA ROD 19-APR-2000
DEFINITION Rattus norvegicus mRNA for TA2 KET alpha protein (p63 gene).
ACCESSION Y10258
VERSION Y10258.2 GI:7630116
KEYWORDS p63 gene; TA2 KET alpha protein.
SOURCE Norway rat.
ORGANISM Rattus norvegicus
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Rodentia; Sciurognathi; Muridae; Murinae;
Rattus.
REFERENCE 1 (bases 1 to 4991)
AUTHORS Schmale,H. and Bamberger,C.
TITLE A novel protein with strong homology to the tumor suppressor p53
JOURNAL oncogene 15 (11), 1363-1367 (1997)
MEDLINE 97460723
REFERENCE 2 (bases 1 to 4991}
AUTHORS Schmale, H.
TITLE Direct Submission
JOURNAL Submitted (23-DEC-1996) H. Schmale, Institut fuer Zellbiochemie und
Klinische Neurobiologie, Universitaetskrankenhaus Eppendorf,
Martinistrasse 52, D-20246 Hamburg, FRG
REMARK revised by submitter 22-SEP-1997. Revised by (3]
REFERENCE 3 (bases 1 to 4991)
AUTHORS Schmale,H.
TITLE Direct Submission
JOURNAL Submitted (18-APR-2000) H. Schmale, Institut fuer Zellbiochemie und
Klinische Neurobiologie, Universitaetskrankenhaus Eppendorf,
Martinistrasse 52, D-20246 Hamburg, FRG
COMMENT On Apr 20, 2000 this sequence version replaced gi:2437846.
FEATURES Location/Qualifiers
source 1. .4991
/organism="Rattus norvegicus"”
/sub_species="Wistar"
/db_xref="taxon:10116"
/tissue_type="lingual epithelium”
/clone_lib="circumvallate taste papilla library"
gene 148. .4940
/gene="p63"
CDS 148. .2190
/gene="p63"

us-09-670-568b-2_copy_145_1488.rge

/function="putative role in development’
/codon_start=1
/product="TA2 KET alpha”

Page 13
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/protein_id="CAB88216.1" - FECREVELLID 000 by o FTELEVLLINL Tt NNy

/db_xref="GI:7630117" Db 985 >e0>0>QQ>>OQO>Q$QOOeQoenoeonneHweQ>monw00>o>ooeenmn>neo>>eeo 1044
\ﬁnmnmpmnpo:u=zzmmemzn>aro<nvuv<HommHmevmmmmzxmmn&zm>=mome
oemmwrmvm<w0mmzumrmomHom<0vHszm<cmmmmzm»ezwHmHmZUQHNZOUmU Qy 781 mommnmunOﬁﬁunmnmmﬂwnomﬁanmnwmommomwnnmﬁannmmmm@mmnmmmnomoomn 840
rmcmzzvoxazrmrrzozeooHozommmemv<Zecm>ozm<awumv<>oummewc>rm LRI Tt FVELET PVLET0e 4t 1t ISERRRARARY
vwv»uvmzqc<vmvmmmc<mmoommevxm>aze<memrxwr«ooH>wenmHon<sz Db 1045 >o>>o>mennema>nw>eeeo>emann»>o>nn>ooemeneonn>mo>>em>>onoonmq 1104
vv00><Hw»:v<<xx»m=<em<<xmomz:mbmwmwzmmoH>uvmmrHw<mnzmm>o~< .
mUvHanzom<r<u4mvmo<memmee<r<2m=omeo<nnzzxwvHrHH<ebmewbmo< Qy 841 oommﬁnﬁﬁmmﬁomﬁﬁmnnmoﬁﬂﬁmmmmmnowmmmmnmmmowmQnoonmomoommomnﬁmo 900
nﬁwznwm»mmowovmxozx»UWUwHzxoo<mow>xzmonezwvmwoze:mHozemex  LEEVEV I i et PIERELELULEI ettt (11
xwmvucmrrwrv<xnzme~mzrerzmmrmrzo<rmo:eHme<moooooomomrroxo Db 1105 on>>eaee»&eowenneewoeoeon>>>no>n>o»eommn>wnqonanmmnon>nneemo 1164
emzomOmmnozmmvvrzszmzzzrvm<morHZvooxzwreveevanzn>zHmzzmq
mzvz>ouzznbmvao>rvmvrmzvmemmoevvvw&meunmH<mmr>wroommnrc<me Qy 901 nnnmmmmnoommmﬂoﬁmﬁmOﬂnmnnnwommmmmmmnmmommmmommmﬁmmmmmﬁmanmno 960
qooreenmonmamzuor>mrxHvmomm:>szoHrcmzor:cmmmmmzrrwevmn>m FUETRREI LTt i T EELTEETEEE AT e v | I
e<m<mmmmemomz<uc><mwerxoeHwwvwwcmzzcmzwuzbmmwzxoomHﬂﬁ@ﬂm= Db 1165 eeen>ooooonn>eoeoomoeeon00wmm>>o>n>nono>>mmonQ>eo>>n>0>no>ao 1224
polyA_signal 4935. .4940
/9ene="pg3" Qy 961 mmmmwmomoommaﬁﬁﬁnmmmommnmnmmmmmmomonmmnmonmnmmmmnaooomﬂnnnon 1020
BASE COUNT 1362 a 1157 ¢ 1084 g 1388 t FYCEERLILI e 11 VIRETEEEY BV ETT e g AR
ORIGIN Db 1225 >n>&>mn>mn>>mqben>n>o>nnOnw>>nb>nnnnn>enoe>om>>nnmnooeeqnnme 1284
Qy 1021 ommmmownmomﬂmmnmﬁoommmnamnmﬁonmﬁommnmmmoemmamnoooommmnmmﬂwmw 1080
Query Match 78.0%; Score 1048; DB 95; Length 4991; FEETE 000 0 treretrin BN FELEEE Pt
Best Local Similarity 90.7%; Pred. No. 4.3e-265; Db 1285 n>o»>e>ooo>ono»>anowm>e0>naenoweow>m>>>oom>o>enono>m>eo>eo>m 1344
Matches 1117; Conservative 0; Mismatches 115; Indels 0; Gaps 0;
Qy 1081 oﬁoﬂﬁmnmonﬁmnomnwcmmoamnomnmmmmnnnmﬁmmmmﬁwnnmnnowmmmnnmmm@mm 1140
Qy 1 mnonooommmmomomnmwmommwﬁmmmnﬁonnnmoﬁoowomooﬂnnnnnmoownmnowmm,mo LI it FLEEILTT FELELELETEIE V000t 11

PLELY bTEelrnn DL LRt 1111 IERARRARERERERR Db 1345 oaooeae>noe»no»mem>m>ooooneo>o>oee»eo>>>qonqooeo>>o>qo>>on>o 1404
Db 265 waaeonn>m>oo>non»n»n»»oan»maeooenwnonn>m>omeoeeon>mo>e>eoenm 324
Qy 1141 nononmmmmonomnmomunmnonﬁoonommowomommnnmmwmomnmnmomommowwnmm 1200

Qy 61 mmnnnwnﬂammmommoonmnmnmnﬁomawﬁnmonoomnnmmonnmmmoanﬁmnmmmnmmm 120 UL et rr 1411y FELE VL 08 Ty (1
11 LELVEVLELRE e iy PELVLLEE A0V R e 1) Db 1405 eomoennwnnem»eno>ne>eoeonoen»mn>n>om>eno>m»noe>nwano>on>no>a 1464
Db 325 nweaeenenmw>n>nnoebewennan>me>n>oono>aomwoeeny>neqeoana>oow> 384
Qy 1201 cagcagcagcaccagcacttacttcagaaaca 1232
Qy 121 nomﬁnwammmwnonﬁoaomnmmmnmwmmnﬁommmﬁnmmnmnmomnnmnmﬂoowomﬂonm@ 180 VELEIDIELER I e i L

_______________________________ PLUELTEL LTEIEC Ty Db 1465 CAGCAGCAGCACCAACACCTACTTCAGAAACA 1496
Db 385 nn>en>m>>>>ennqon>>o>>>nw>o>eeo>n>ea>on>eonweamqyeonanwemo>> 444 :

Qy 181 mmoﬂnmmwnonmmwnamnnnnmnmwmmoomomanmnwnomeOﬁam@moﬁonnmmwowmc 240 RESULT 14
PRV TV ity INEERE! TRt IEELELErtn AF061512
Db 445 Q>Oan>0>noao>oeo>oonn>enennnn>0>me>0>00>>0nemnmooennam>boomo 504 Locus AF061512 2082 bp mRNA PRI 01-JUL-1998
DEFINITION Homo sapiens P53 homolog (p40) mRNA, complete cds.
Qy 241 mﬁmmmnnmmowmmnﬁommmmomooﬁoonnmwoownommnnOOﬁmvmmnmnmmmnomomnw 300 ACCESSION AF061512
FLLLTEIVEI N vn PLVELELY T rer 1) [EERRRRY 11 VERSION AF061512.1 GI:3273744
Db 505 >eno>on>oo>m>een>m>>OOQOHOOeoweneroovmoonne>e>>0>0>m>on>%ao> 564 KEYWORDS .
SOURCE human .
Qy 301 omnmmommnanomooanmnnownmooonuomomnmmnoomooﬁnnmaownnomnconnﬁo 360 ORGANISM Homo sapiens
[ARRARA] POVLIE LU e g ELLELIeIenag 1y Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Db 565 O>mw>n>mnmem>nmno>oooaononnebennbownoon»ooeo>>oneenm>emonnea 624 Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 2082)
Qy 361 nonoomnomnonmonmnnnooaoowmnmnommomwooommaonomnmomwﬁﬁﬁommomﬂm 420 AUTHORS Trink,B., Wu,L., Okami, K., Sriuranpong,Vv., Jen,J. and Sidransky,D.
1t LN ey 1 T FLELTEIE ey TITLE Direct Submission
Db 625 enHOOPHOOnnennoweeonoen0>>o>n>mwee>0no>mmono>nwo>noeeon>eneﬂ 684 JOURNAL Submitted (24-APR-1998) OnOwNH%:QOHowwlmmwa & Neck Surgery, The
. Johns Hopkins School of Medicine, 720 Rutland Ave., Baltimore, MD
Qy 421 ﬂQOﬁnonwoomaﬁommmnmnnanommmﬁoamoomooﬁaomomﬁmnmoomnnommnﬁmmmm 480 21205-2196, usa
111 PLERILE tTenninn L T g PEVILLL T FEATURES Location/Qualifiers
Db 685 eooeennbmo>Qen>>mnbnoonn>>oeo>ooebnoenobnneweqon>nomw>neo$>m 744 source 1. .2082
’ /organism="Homo sapiens"
Qy 481 aaa ﬂnnmoﬁaoommmﬁnmnmummmomﬁ@oonomnonmmmnommmmnmmnmmnoonmnnﬁ 540 /db_xref="taxon:9606"
| VELVLELE Fitiaeyn ________________________________ /chromosome="3"
Db 745 AAA ene>nenoo>n>qeon>>>o>noamoOoo>qnn>o>qOb>ﬂoeo>enbnnon>ono 804 \Emvn=uaum-nww=
/tissue_type="prostate"
Qy 541 nOﬁnmmommwnnmnnmﬁonmoooomﬁmoonmnonmommmmmmmnnmmcomomﬁomooamm 600 gene 1. .2082
VR e e ot VIVTRIN L ity g e T o /gene="p4Q"
Db 805 00>0>Qnmooonmeo»aanoencnwaoooeQeoe>o>>n>>>nnnQ>OO>HOHO»OOG>Q 864 CDS 436. .1506
/gene="p40"
Qy 601 unooﬁmmmmoawﬁmonnnmwnomnuwmnnmmmoomnmmmﬁﬁnmmoomammwnwamﬁnmoo 660 /codon_start=1
NI FIULLLELEEE T g [NESNRERRARNNEY /product="p53 homolog"
Db 865 neem%n>>>oQ>a0aona>>no>on>00eo>oooaom>oHe0>weo>nmo>0>mweenno 924 \uHOnmwslwanA>>ON#mwo.u=
. /db_xref="GI:3273745" .
Qy 661 onnoonmmﬁomnﬁncmﬁnommonmommuommmommnomnmonommﬁmnmﬁmmmmuWﬂann 720 \nnm:mwmﬁwo:u=zr<rmzz>oeowmmvo<ezrmrrzmzcooHozmmmmemvxzecm
L DL [ARARRARRRRENEY >ozm<e»vmv~»0mmmewc>rmumv»umwzeummom:mmc<mmoowme>xw»esemme
Db 925 o0eoon>0e0>eoem»eenaboe>m»>mmm»bo»ooo»anono»me>enq»o>>n>eona 984 mvxzrnnoH»zeomHoHx<zawvvoo><~x>zv<<xx>m=<em<<xmnvz:mrmwmmz

. MQOmemwmbHx<m02m:bo<<mcwHenxom<b<w&mvuo<oemmea<rmzm202mmn
Qy 721 mnomomnnmmomommmanmnm0ﬁmmnmoondunmmmonmononwmmmnmaomoﬁommﬁnc 780 <onzzmwvHrHH<quemcno<rozwnmm»xuo>owmzcmx>cmcmHxxoo<mUmexz
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GDGTKRPSRQNTHGIQMTSTKKRRSPDDELLYLPVRGRETYEMLLKIKESLELMQYLP

QHTIETYRQQQQQQHQHLLQKQ"

BASE COUNT 605 a 493 c 473 g 511 t
ORIGIN
Query Match 76.7%; Score 1031.2; DB 88; Length 2082;
Best Local Similarity 95.7%; Pred. No. 1.2e-260;
Matches 1060; Conservative 0; Mismatches 48; 1Indels 0; Gaps
Qy 125 omwmmmwnomnaoamomwwowmamﬁﬁommmﬁnwmnmﬂammnnmnWﬁoomnmnaomwmmon 184
PREELNE 1111 e 0 b I | I
Db 395 CAGAAGAAAGGACAGCAGCATTGATCAATCTTACAGCTAACATGTTGTACCTGGAAAACA 454
Qy 185 cggacctgagtgaccccatgtggccacagtacacgaacctggggctectgaacagcatgg 244
P | FELEEERE e et
Db 455 ATGCCCAGACTCAATTTAGTGAGCCACAGTACACGAACCTGGGGCTCCTGAACAGCATGG 514
Qy 245 accagcagattcagaacggctcctcgtccaccagtccctataacacagaccacgcgcaga 304
[AEARAARNRRNA] PEETARRETER e r it bbb Ll
Db 515 ACCAGCAGATTCAGAACGGCTCCTCGTCCACCAGTCCCTATAACACAGACCACGCGCAGA 574
Qy 305 acagcgtcacggcgccctegecctacgcacagcccagetecaccttegatgetetetete 364
[LAERREEE LR NNA FLVLLELE TELELELT) I
Db 575 ACAGCGTCACGGCGCCCTCGCCCTACGCACAGCCCAGCTCCACCTTCGATGCTCTCTCTC 634
Qy 365 catcacccgccatcccctccaacaccgactacccaggeccgcacagtttegacgtgtect 424
TELRELELEEEn [IEERARARN] PEVRTREY YRR et et
Db 635 CATCACCCGCCATCCCCTCCAACACCGACTACCCAGGCCCGCACAGTTTCGACGTGTCCT 694
Qy 425 tccagcagtcgagcaccgccaagtcggccacctggacgtattccactgaactgaagaaac 484
LSRR ARRARREE] [LERRRRER]] PEVRTEIRET Ry ey e
Db 695 TCCAGCAGTCGAGCACCGCCAAGTCGGCCACCTGGACGTATTCCACTGAACTGAAGAAAC 754
Qy 485 tctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacctecte 544
. FEOLLELLETLT TEEVETEL ARRERNRRAN RN RRANRRRE! (AR
Db 755 TCTACTGCCAAATTGCAAAGACATGCCCCATCCAGATCAAGGTGATGACCCCACCTCCTC 814
Qy 545 agggagctgttatccgcgeccatgcecctgtctacaaaaaagctgagcacgtcacggaggtgg 604
[ERERRRRARRNE] ORI RV R R E e i e et (1K
Db 815 AGGGAGCTGTTATCCGCGCCATGCCTGTCTACAAAAAAGCTGAGCACGTCACGGAGGTGG 874
Qy 605 tgaagcggtgccccaaccatgagctgagccgtgaattcaacgagggacagattgeeccte 664
[ARARERRRRERE! REIEERERRERRRNAERRRANE
Db 875 TGAAGCGGTGCCCCAACCATGAGCTGAGCCGTGAATTCAACGAGGGACAGATTGCCCCTC 934
Qy 665 ctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatcecatca 724
FLETYEL IR ERR NN RN RRRE ITLTETELT
Db 935 CTAGTCATTTGATTCGAGTAGAGGGGAACAGCCATGCCCAGTATGTAGAAGATCCCATCA 994
Qy 725 caggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattcacga 784
[AEENARAREENE PERLUERERErern et
Db 995 CAGGAAGACAGAGTGTGCTGGTACCTTATGAGCCACCCCAGGTTGGCACTGAATTCACGA 1054
Qy 785 cagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgccgtccaa 844
IRERRRRNEARRE RENN RN RR NN AN N T
Db 1055 CAGTCTTGTACAATTTCATGTGTAACAGCAGTTGTGTTGGAGGGATGAACCGCCGTCCAA 1114
Qy 845 ttttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgetgetttg 904
FEEVRELTaE [EAENARARRR
Db 1115 TTTTAATCATTGTTACTCTGGAAACCAGAGATGGGCAAGTCCTGGGCCGACGCTGCTTTG 1174
Qy 905 aggcccggatctgtgcttgecccaggaagagacaggaaggcggatgaagatagcatcagaa 964
IRERNRNARARAN PEEEVEARLN Vet
Db 1175 AGGCCCGGATCTGTGCTTGCCCAGGAAGAGACAGGAAGGCGGATGAAGATAGCATCAGAA 1234
Qy 965 agcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgccegtttegtcaga 1024
TRAVEEECRTR R e
Db 1235 AGCAGCAAGTTTCGGACAGTACAAAGAACGGTGATGGTACGAAGCGCCCGTCTCGTCAGA 1294
Qy 1025 acacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaactgt 1084
PEVLVREITILNn [ANAREREAE! FERIELVIT
Db 1295 ACACACATGGTATCCAGATGACATCCATCAAGAAACGAAGATCCCCAGATGATGAACTGT 1354

0;

us~09-670-568b-2_copy_145_1488.rge

Qy 1085 tatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagtcce 1144
[NERASRNE [EERNRRAEA
Db 1355 TATACTTACCAGTGAGGGGCCGTGAGACTTATGAAATGCTGTTGAAGATCAAAGAGTCCC 1414
Qy 1145 ﬂmmmmonomﬁmomoﬁmocnﬁoonomaomomomwnﬁummmmmnmom@mommnm caacagc 1204
Db 1415 TGGAACTCATGCAGTACCTTCCTCAGCACACAATTGAAACGTACAGGCAACAGCAACAGC 1474
Qy 1205 agcagcaccagcacttacttcagaaaca 1232
FEEPERETEreEervrrerersryrend
Db 1475 AGCAGCACCAGCACTTACTTCAGAAACA 1502
RESULT 15
AX009537
LOCUS AX009537 4708 bp DNA PAT 06-SEP-2000
DEFINITION Sequence 1 from Patent W09961610.
ACCESSION  AX009537
VERSION AX009537.1 GI:9996811
KEYWORDS .
SOURCE synthetic construct.
~ ORGANISM synthetic construct
artificial sequence.
REFERENCE 1 (bases 1 to 4708)
AUTHORS Bamberger,C., Paul,D., Augustin,M. and Schmale, H.
TITLE Tumour suppressor genes of the p53 family
JOURNAL  Patent: WO 9961610-A 1 02-DEC-1999;
BAMBERGER CASIMIR (DE); PAUL DIETER (DE); AUGUSTIN MARTIN (DE);
. SCHMALE HARTWIG (DE); FRAUNHOFER GES FORSCHUNG (DE)
FEATURES Location/Qualifiers
source 1. .4708
/organism="synthetic construct”
/db_xref="taxon:32630"
/note="KET- cDNA der Ratte"”
BASE COUNT 1289 a 1090 ¢ 1027 g 1302 t
ORIGIN
Query Match 76.7%; Score 1031.2; DB 9; Length 4708;
Best Local Similarity 90.7%; Pred. No. 1.le-260;
Matches 1099; Conservative 0; Mismatches 113; 1Indels 0; Gaps
Qy 21 mwmnmmmnﬂnnnnmmnoommmm@ﬁmﬁﬁoommnmnmHOﬁammwﬁﬁﬁﬁonQQNNONQQOﬁmn 80
PESLE e vt |
Db 2 AAGTGAGTTCCTCAGCCCAGAGGTGTTCCAGCATATCTGGGATTTTCTGGAACAGCCTAT 61
Qy 81 mnannnm@ﬂnnmmooomﬁnmmonﬂommnﬁﬁﬁmﬁmomnmmmoomﬁommmmmmﬁmanOQWﬂ 140
PO LR teererre el
Db 62 ATGCTCAGTACAGCCCATCGACTTGAACTTTGTGGACGAACCATCAGAAAATGGTGCAAC 121
Qy 141 aaacaagattgagattagcatggactgtatccgcatgcaggactcggacctgagtgacce 200
| PEEEVEETEE ety
bb 122 AAACAAGATTGAGATTAGCATGGATTGTATCCGCATGCAAGACTCAGACCTCAGTGACCC 181
Qy 201 catgtggccacagtacacgaacctggggctectgaacagcatggaccagcagattcagaa 260
[RARARENE
Db 182 CATGTGGCCACAGTACACGAACCTGGGGCTCCTGAACGGC aon>oo>mo>o>ean}mwb 241
Qy 261 oaaonooﬁomﬁonmoommﬁoooﬂmﬁmmomommmnomoooaomomwommoanomommwmwﬂ 320
PELELELEL 1)) I TEELELT |
Db 242 CGGCTCCTCATCTACCAGCCCCTATAACACAGACCATGCACAGAACAGCGTGACGGCACC 301
Qy 321 ctcgceectacgcacagceccagcetecaccttegatgetctctetecatcaccegecatece 380
POEUREDYE TP Erereritel | PREeere cr rererryr re ererr i
Db 302 CTCGCCCTATGCACAGCCCAGCTCAACCTTCGATGCCCTTTCTCCATCCCCTGCCATTCC 361
Qy - 381 ctccaacaccgactacccaggcccgcacagtttegacgtgtecttecagcagtegagcac 440
POVELELEE Ty e erenel | P thentererererd vt
Db 362 CTCCAACACAGATTACCCAGGCCCACACAGCTTCGATGTGTCCTTCCAGCAGTCAAGCAC 421
Qy 441 cgccaagtcggccacctggacgtattccactgaactgaagaaactctactgccaaattge 500
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Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

Qy

Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
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422
501
482
561
542
621
602
681
662
741
722
801
782
861
842
921
902
981
962
1041
1022
1101
1082
1161
1142
1221
1202

0000b>0en>moebnnHOO>OOH>HHOO>OOQ$§OHO>>Q>>$OHOHbOHQOO>mwanO

mmmmmomnmnonnmnonmmmnnmmmmnmmnmmnooomoonnnﬂomooomanﬁmnﬁwﬁoom
FERLEE LIV et FIVVLELERRERE H et 0 11t 4l
>>>annHQoonn>eon>m>e0>>noeowem>nooowonoQO>Obmomomooneo>eenn

oanoanOOﬁmﬁnﬁmnmmmmmmoonmmmomnoﬁomn@@mmoﬁaaﬁommmnmmwmnooomw
LELEEI FIUDVELEL LV TVRrE Tl 11 a1
emoo»emoaaOene>n>>nw>>noonboO>emen>ooQbooeemeo>>>nnwemeooew>

nnmﬁwmmonammnnmn@mmnnnwmommm@@mommmﬁnmo000ﬁanﬁwoﬁownnﬁmwnnom

PV TREEREET LD T8 L Tl SEENNNN 11
CCACGAGCTGAGCCGCGAGTTCAATGAGGGACAGATTGCCCCTCCCAGTCATCTGATTCG

mmnmmmmmmmmmommnomnmnnomonmnonmammmmﬁoonmnomommammmmnmowmnmﬁ
FLEELE 1] [EESEARE PLEILETEIereey i e ey n
>mH>O>>OmO>>O>QOO>EOOOOwﬁebeOH>0$>QweOOG?HO?O>OQ>>QQO&Q>QOQG

oowcanmoonﬁmﬁmwuoomnonammnnﬁouomnnmmmﬂnownamnmmnownanmommnﬁn
PLEELD Tttt PLCLRILLLE e 11
Qnamoennoe%>em>QOO>OO>n>nneennn>oHm>>eqn>0>>owmannHQH>O>>AHH

omnonanmmowoommnnmnmﬂnmmmmmmmnmmmnnoonmﬂoommnnnﬁmmﬂomﬁﬁmﬁﬁmn
FOLEEE FRELELEY L0 il 1 VELLLLECIE et e
n>enenoy>o>mo>0oeoemenom>nm>>em>>nnnoonano>>eeee>>eo»ennae>o

ﬂonammmmnnmmwmmnmmonmmoﬁoonQ@QQOQNQQOﬁmnnﬁnammaaooomwnOﬁmnmn
1 FLLLELEERENTI T b et i
HOann>>>on>m>n>emmnnb>mH00e000000>ooeeooeeqm>omoonnn>eoenooo

ﬁﬁonoomoomm@mamnwoommwaonomnammnmﬁmmnmﬁnw@mmmmowmommmnnmnmmm
[ERNARNARERRREY PLLE FLEETe g1 TEEYELELE 1
eemnn0wm0»>o>o>noomy>omonnweo>>o>n#ooyeo>obwwmn>ooyboe>enwm>

omoﬂmnmmmmmmommnmmﬁomﬁmommmmnmnoomnﬁﬁomﬂow@mmomomomﬁcoﬁmdoom
LU e FUTTRLREELIRIE AL LTy 1yt 1
O>OOnn»>>m>>nmaOnmanmewnow>mnmnooaeeoomao>m»$a>OOO>Onmb>eOO>

mmnmwnmﬂnomnommommmommmmmnoooowamnmmnmmmOﬁoﬁnmﬂmnvﬁmoommﬁomm
[N ELARAL P R enennTn 1y VEE LRt
Q>HQ>Oeeonwen>>m>>>ooo»n»eoonn>o>a0>e0>nnenoenebnoewnovoamwa

mwmnnmﬁQQQWOﬁnmnmwmmﬁmnnmwnmmmmmnommmmmmnoonnmmnmnﬁnmﬂmnmoﬂm

| 1 PELETUCD L LELEOVEE DIV T (i)
AGGCCGTGAGACTTATGAAATGCTGCTCAAGATCAAGGAGTCGCTCGAGCTCATGCAGTA

nnﬁﬁﬂﬂﬂomonmnmommﬁnmmmmomﬁmommQommnmmnmmomonmmom@omoommowonﬁ

N N N R LA e it |
TCTCCCTCAGCACACGATCGAGACGTACAGGCAGCAGCAGCAGCAGCAGCACCAACACCT

acttcagaaaca 1232 N
LEVERIELNLG)
ACTTCAGAAACA 1213

Search completed: August 10, 2001, 00:36:11
Job time:

3905 sec

Cmuownmqo-mmwwuwlnow%lwomlwhmm.Ham

481
560
541
620
601
680
661
740
721
800
781
860
841
920
901
980
961
1040
1021
1100
1081
1160
1141
1220
1201
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‘Tue Aug 14 11:34:21 2001

GenCore version 4.5

Copyright (c) 1993 - 2000 Compugen Ltd.

OM nucleic - nucleic. search, using sw model

Run on: August 9, 2001, 23:31:21 ; Search time 129.29 Seconds
(without alignments)
6527.185 Million cell updates/sec
Title: US-09-670-568B-2_COPY_145_1488
Perfect score: 1344
Sequence: 1 atgtcccagagcacacagac..........caaaccgatcagtgtaccca 1344

Scoring table:

IDENTITY_NUC

Gapop 10.0 , Gapext 1.0

Searched:

Total number of hits satisfying chosen parameters:

730101 seqs, 313950809 residues

1460202

Minimum DB seq length: 0
Maximum DB seq length: 2000000000

Post-processing: Minimum Match 0%
Maximum Match 100%
Listing first 45 summaries

Database : N_G

WONAUN S WN =

21:
22:

eneseq_0601:*
/cgnl_9/gcgdata/geneseq/genesegn/NA1980 . DAT: *
/cgnl_9/gcgdata/geneseq/geneseqn/NA1981 . DAT: *
/cgnl_9/gcgdata/geneseq/geneseqn/NA1982 . DAT: *
/cgnl_9/gcgdata/geneseq/geneseqn/NA1983 .DAT: *
/cgnl_9/gcgdata/geneseq/geneseqn/NA1984 .DAT: *
/cgnl_9/g9cgdata/geneseq/geneseqn/NA1985 . DAT: *
/cgnl_9/gcgdata/geneseq/geneseqn/NA1986 . DAT: *
/cgnl_9/gcgdata/geneseq/geneseqn/NA1987 .DAT: *
/cgnl_9/gcgdata/geneseq/geneseqn/NA1988 . DAT: *
/cgnl_9/gcgdata/geneseq/geneseqn/NA1989 . DAT: *
/cgnl_S/gcgdata/geneseq/geneseqn/NA1990 . DAT: *
/cgnl_9/gcgdata/geneseq/geneseqn/NA1991 . DAT: *
/cgnl_9/gcgdata/geneseqg/geneseqn/NA1992.DAT: *
/cgnl_9/gcgdata/geneseq/geneseqn/NA1993 .DAT: *
/cgnl_9/gcgdata/geneseq/geneseqn/NA1994 .DAT: *
/cgnl_9/gcgdata/geneseq/geneseqn/NA1995 . DAT: *
/cgnl_9/gcgdata/geneseq/geneseqn/NA1996 . DAT: *

/cgnl_S8/gcgdata/geneseq/geneseqn/NA1999 . DAT: *
/cgnl_9/gcgdata/geneseq/geneseqn/NA2000.DAT: *
/cgnl_S8/gcgdata/geneseq/geneseqn/NA2001 . DAT: *

Pred. No. is the number of results predicted by chance to have a
score greater than or equal to the score of the result being printed,
and 1is derived by analysis of the total score distribution.

tion

p51 encoding
lung cancer-
cell regulat
cell regulat
lung cancer-
cell regulat
P51 encoding
lung cancer-
KET cDNA., H
lung cancer-

SUMMARIES
2
Result Query
No. Score Match Length DB ID Descrip
1 1344 100.0 2816 20 AA225770 Human
2 1344 100.0 2816 21 AAC66029 Human
3 1343 99.9 1347 20 AAX58574 Human
4 1232 91.7 1551 20 AAX58573 Human
5 1232 91.7 1551 21 AAC66033 Human
6 1232 91.7 1926 20 AAX58572 Human
7 1232 91.7 2270 20 AAZ25771 Human
8 1232 91.7 2270 21 AAC66028 Human
9 1232 91.7 4846 21 AAZ43913 Human
10 1232 91.7 4849 21 AAC66031 Human
11 1140.6 84.9 1182 20 AAX58576 ' Human

cell regqulat

us-09-670-568b-2_copy_145_1488.rng

12 1119.8 83.3

13 1059.2 78.8
14 1031.2 76.7
15 1031.2 76.7
16 1031.2 76.7
17 1028.6 76.5
18 1028.6 76.5

19 1027.6 76.5
20 1026.4° 76.4
21 948.2 70.6
22 922.8 68.7
23 884.6 65.8
24 884.6 65.8
25 466.8 34.7
26 466.8 34.7
27 466.8 34.7
28 466.8 34.7
29 466.4 34.7
30 466.4 34.7
31 463.8 34.5
32 463.8 34.5
33 458.6 34.1
34 244 .2 18.2
35 242.6 18.1
36 242.6 18.1
37 242.6 18.1
38 242.6 18.1
39 242.6 18.1
40 242.6 18.1
41 242.6 18.1
42 242.6 18.1
43 242.6 18.1
44 242.6 18.1
45 242.6 18.1

1452
2043
2082
2082
4708
1386
1761
4655
2820
1170
4643
1386
1761
1594
1817
1870
2156
1521
1764
2034
2874
2040
1215
1181
1181
1181
1181
1182
1182
1182
1185
1203
1209
1303

20 AAX58580
20 AAX58577
20 AAZ27674
21 AAC66030
21 AAZ43912
21 AAC66032
20 AAX58575
21 AAC65887
21 AAC66027
20 AAX58583
20 AAZ24648
20 AAX58582
20 AAX58581
21 AAZ249690
18 AAV01505
18 AAV01504
18 AAV(01498
18 AAV01503
18 AAV01502
18 AAV01497
18 AAV01496
18 AAV01499
17 AAT32836
16 AAQ97854
20 AAz27570
21 AAA61625
21 AAA29399
15 AAQ67884
17 AAT29719
20 AA208529
17 AAT27665
17 AAT27663
18 AAT86219
20 AAX04533

Page 1

Mouse cell regulat
Human cell regulat
Human p40 coding s
Human lung cancer-
Rat KET cDNA. Rat
Human lung cancer-
Human cell regulat
Human lung cancer-
Human lung cancer-
Mouse cell regulat
Human lung tumor a
Mouse cell regulat
Mouse cell regulat
Human p73 protein
Human p53 tumour

Human p53 tumour

Human p53 tumour

Human p53 tumour

Human p53 tumour

Monkey p53 tumour
Monkey p53 tumour
Mouse p53 tumour s
Human p53 EcCORI-Sa
Human p53 cDNA. H
Human p53 coding s
cDNA encoding huma
DNA disclosed in p
Human p53 DNA. Sy
Wild type p53 gene
Human p53 gene. H
Human pS5S3 gene seq
Human p53 gene seq
Human pS53 protein

DNA encoding human

mowun

ALIGNMENTS
RESULT 1
AAZ25770
ID AAZ225770 standard; cDNA; 2816 BP.
XX
AC AAZ25770;
XX
DT 07-JAN-2000 (first entry)
XX
DE Human p51 encoding cDNA A.
XX
KW Human; pS51; p53 related gene; cell proliferation; regulation; cancer;
KW tumour suppression; diagnosis; ss.
XX
os Homo sapiens.
XX
FH Key Location/Qualifiers
FT CDS 145..1491
FT /*tag= a
FT polyA_signal 2786..2791
FT /*tag= b
XX
PN W09950412-A1.
XX
PD 07-0CT-1999.
XX
PF 24 -MAR-1999; 99W0O-JP01512.
XX
PR 27-MAR-1998; 98JP-0100467.
XX
PA {SAKA ) OTSUKA PHARM CO LTD.
PA (IKAW/) IKAWA Y.
XX
PI Ikawa Y, TIkawa S, Obinata M;
XX



DR WPI; 1999-591318/50.
DR P-PSDB; AAY45246.
XX
PT New p53 related human gene pSl, useful for diagnosis, investigation and
PT treatment of cancers and screening for potential cell proliferation
PT agents -
XX
PS Claim 3; Page 148-151; 163pp; Japanese.
XX
cc The present sequence represents a human p51 gene, which is related to
cc pS3 and has cell proliferation regulation and tumour suppression
ccC activity. The p51 gene can be used in the investigation, diagnosis and
cc treatment of diseases such as cancer, with which the p53 family cell
cc proliferation regulation is associated. The p51 protein may be used for
cc screening potential agonists and antagonists of its regulatory function,
cc for use as drugs,
XX
SQ Sequence 2816 BP; 781 A; 658 C; 619 G; 758 T; 0 other;
Query Match 100.0%; Score 1344; DB 20; Length 2816;
Best Local Similarity 100.0%; Pred. No. 0;
Matches 1344; Conservative 0; Mismatches 0; Indels 0; Gaps
Qy 1 mﬁmnonommmonmnmnmamommmnammnnnnﬁommnnommm@owﬁﬁﬁoomwomnwnonom 60
FIPDVELLLRT it VLTI e ittt I
Db 145 wnmﬂnonuommomnwnmmmommmnammﬁnoonnmmﬁoowommmﬁwnﬂonmmomnunnﬁmm 204
Qy 61 mmnnnﬁoﬁuammnmmnonmnmnmﬁnomaﬂnnmmooomﬁﬁ@wonnommonﬁnmnoamﬁwmm 120
AREERARARRR] N RIERRNARRRANEEY FEDVEVEEE et
Db 205 wmnnnnnnmmmmnumnnnmﬁmnoﬁﬁnm@nﬁommnnnmnnmmonﬁQNNOﬁnnwnmmmnmmm 264
Qy 121 nomﬁnmnmwmmﬁnoﬁmnmmnmmmnmmmmnnmmmmnnmwomncmwnnoﬁmﬁonaomﬁonmm 180
[ARRARND! EARAERRRRRRRNENR Y (ARRARRE [AANARA (BN
Db 265 oomﬁnwwmmmmnmmﬁoommomwmnmmomnnomomﬁﬁmmnmnmmmonaﬁwnnomomﬂmomo 324
Qy 181 @mnnnmnmonﬁmmanmmnnnnmnmnwwnomnmmﬁmounmmwoonnmmmonoonmmmnm@n 240
(RRARARE (NNARRRRARRRRAEENY AEARRARNR e [ARNN
Db 325 mmnnnnmwnnnwmmnmmononwnmﬁmmnomomonmnmommmnonmmomonnnﬁ@mmnmmo 384
Qy 241 mnmmmoommomamﬁnnmmmmnmmonnoﬁomnnomnommnoonﬁmnmmomowcmoomnooo 300
[REARRN] PELERRELEIRT ) 1] SRARRARARRANAENY (AN
Db 385 mnommanmmommmﬂﬂowmmmommoﬁnnnnannomoomonoonnmﬁmmnmommmoomnaom 444
Qy 301 omummomunmnomnmmomnnoﬂomononmownmnmoooommnﬁoowoonmoomnnonnﬁo 360
it [ARRNRE] _______________________________ [RERARE!
Db 445 ommmmnmmnannmommooooonOQOQOﬂmooomomaooomwnﬁonmnnﬁnnmmﬁmnwnnn 504
Qy 361 nOnnnmnomooaooomnoonoﬁonmmomoomwOﬁwonnmmooonoomom tttcgacgtg 420
[ARA] ARNNRN] IARNARND (ERERRRARRRRENENY [ARRRNAN
Db 505 nonnomnnmonooonanOGOﬁoowwnmnnmmnnwnoommmnnomnmnmmﬂnnoomomﬁa 564
Qy 421 nonnnnommnmmﬁommmomonmnnmmmnnm@nomoonaomomﬁmﬁnnnmonmwmonmmmm »mo
I VECREEEE e SEERRRRARRARRAE Y [NERRARRRAN
Db 565 ﬁnonﬁoomnnmonnomnomnoonommmnnmmnnmooﬁmamnmnmnnoomOﬁ@mmommmmm 624
Qy 481 mmmonnnmnﬁonommmﬁnmommmmmnwﬁoooonmﬁoommwnnmmmonuwnmmonnomnon 540
| [RARRRERRY] A RRARARANA Y IRREERRNT] [SERERRRRAREN!
Db 625 mmmonnﬁmoﬁooommmnﬁaowmmamomnmnnoomnnomamnowmoanmmﬁmmooonmonn 684
Qy 541 nnnnmaameOﬁmnnmnoomoanomﬁaoononnnmnmwmwmmmonmmmnmocnnmoommo 600
PECELEELETE I (RERRRAR (ANRRREN [RERNRRRRARAY
Db 685 oonnmoammannonnmnooaomoomnmonnmﬁoﬁmnmmmmmmaonnmmomoonomoaoma 744
Qy 601 mﬁmmnmmmwnmmnanonnmmoomnnmmnﬂomooomﬁwwmnnnmwnmmmmmmam@mnﬁmoo 660
AN EARR AR AR ERARARRRERRANE Y ARARRRRRRANARY!
Db 745 mﬁmnnammmnmonmoonommnomnmmmnﬁmmmonmnammﬁnommommmommommmnnono 804
Qy 661 nnnnoﬁmmﬁnmﬁnnmmﬁﬁnmmonmummaoammnmwnomnmoonwmwmnwnmommomnooo 720
e [ARRRRREE RN RN AR Y INIRARRNRARRNNNT]
Db 805 nownnnmmnnmﬁnnmmnnnmmmﬁmmmmmmmmmommocmnmooommnmnmnmommomnnon 864
Qy 721 mnnmnwoowmmwommmmnonmonmcanOﬁnmnmmmoomooonwwmﬂnmmomommmmnno 780
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0;

:m:om:mqo:mmmvnmloowwlwnmlwnmw.Hhm

SASARARAR: ERASIERRRRARRNANE

SENRARRRRRARNRNY! [ARRNNR

Page 2

924

840

984

900

1044
960

1104
1020
1164
1080
1224
1140
1284
1200
1344
1260
1404
1320
1464

Db 865 mnowowm&mwamomommn@ﬁ@ﬂﬁ@oﬁmOOﬁnmnnmmoomnooomumnnomomnnommnno

Qy 781 woomnmonoﬂwmnmnmmnﬁnomnmnmnmmnmmommﬁnmnmnn@omummmﬁmmmnnmoo@n
SRR R R R R RN RN R RN RN [ARARARE] PELELRLT L e

Db 925 mnmwnmmﬂnnnmﬁmanﬁmﬁcmﬁmnmﬁmmomoomunﬁunmnnmmwmmmmﬁmwmoounomn

Qy 841 oomwﬁnﬁmmmﬂomnﬁonﬁmOﬁonmommmoommmcmn@mmommwdQOﬁmmooommomonon
R NN RN AR R AR Y PEELERN L il

Db 985 oomwnnﬁﬁmmnomnﬁoﬂnmoﬁonomwmmocmammmnm@mnmmmnooﬁoomoommomnnmn

Qy 901 ﬁnnommonoommmnonmﬁmnnnwoonummmmmwmmomowmmowoummﬁmmmmmnwonmnn
! IRARARRRANRRRRAARY AR AR RN AN A RN Y |

Db 1045 nﬁﬁommmooommmﬁono.ﬁonnooonmocmmammmowoummmmnmomnmmmomnmmomﬁn

Qy 961 mmmmmmommommmnnﬂnammommnmommmmmmowonumﬁ@onmnummaomonnmnwﬂomw

FEVRECRIT ettt et (NERRRARRRARNARAERY I
Db 1105 mamwmmowaommoﬁnﬁooumommnmnmmmummnomﬁmmnamnmnmmmmnonooonnnoaﬁ
Qy 1021 nmmmmomomomﬁamnmﬁoomommmmomnoomnommommmommmmmnooonmmmncmwwmm
FPUTULELEIE e RN RN RN (NRRN

Db 1165 omomwomomomnooﬁmﬂnnmmmnomomﬁoomﬁommmmumn@mmomﬁnnoomamﬁomnmmm

Qy 1081 onmﬁnmnmonnmoommmommooaooonmmomomﬁmnmwmmﬂoonmnnammmmnnmmmmmm
ARNSRARE! PEVELEECET TR v ee et en e Lriring (AN

Db 1225 onoﬁﬁmanﬁnmnommnommomonnmﬁammmOﬁnmnmmmmﬁQOﬂmmﬂwmm@w caaagag

Qy 1141 nnonnmmmnnnowﬁmnmonm00ﬁnnonommomomommﬁnmmmmnmnmnmamomwowmnmw
[RARNNN RN AR R RN RN EERNRRRRNERRNARAERY

Db 1285 nQOOﬁnommoﬁomnunmmﬁmnnnnoonnmmomomaumﬁnmmmmnmﬂmnwmmowmnm@owm

Qy 1201 cmmommomanunnmmnmowmmonﬁommwmmomnnnonﬁnﬁomooonmonnnmaammnmmm
[IERERRRRRRERERY] FICLLLLELEtr et [RRRRRNR

Db 1345 om@ommomonmnomwomonnWOﬁnnmmwmmomnoaonﬁﬁﬁnmmonﬁmnﬁﬁnmummmﬂmmm

Qy 1261 Oﬁnmnmmmmoooomom@m@mwmonoomwmmommﬂnﬂmmomnonﬁonnﬁmomnmnnonmmm
VERERRELTR bt e PEVLVEV TNty I

Db 1405 oﬁﬁoﬁmmmmononommamammmonoowmmwommﬁnnmwoonOﬁnnnnnmmmownnoommm

Qy 1321 cccccaaaccgatcagtgtaccca 1344
EARRR RN R RN RN ETE ]

Db 1465 cccccaaaccgatcagtgtaccca 1488

RESULT

AAC66029

D AAC66029 standard; cDNA; 2816 BP.

XX

AC AAC66029;

XX

DT 21-FEB-2001 (first entry)

XX

DE Human lung cancer-associated cDNA p63 isoform 3.

XX

KW Lung cancer; therapy; treatment; human; tumor; immunogenic; cytostatic;

KW vaccine; detection; ss.

XX

0s Homo sapiens.

XX

PN W0200061612-A2.

XX

PD 19-0CT-2000.

XX

PF 03-APR-2000; 2000WO-US08896.

XX

PR 02-APR-1999; 99US-0285479.

PR 17-DEC-1999; 99US-0466396.

PR 30-DEC-1999; 990S-0476496.

PR 10-JAN-2000; 2000US-0480884 .

PR 22-FEB-2000; 2000US-0510376.

XX

PA (CORI-) CORIXA CORP.

XX
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Wang

WPI;

T, Fan L;

2000-628399/60.

P-PSDB; AAB11359.

Isolated polypeptide comprising an immunogenic portion of a lung tumor
protein is used for detecting and monitoring progression of lung cancer

in a

patient -

Claim 25a; Page 238-239; 261pp; English.

This

invention describes a novel isolated polypeptide (I) which

comprising an immunogenic portion of a lung tumor protein or variant (P2)

which have cytostatic activity. The polypeptides and polynucleotides are
used in compositions and vaccines to inhibit the development of cancer,
in a patient. Methods described in the invention
can be used to monitor the progression of a cancer by carrying out the
detection at subsequent time points and comparing the results from the
different time points. CD4+ and/or CD8+ T-Cells isolated from a patient
are treated with P2, polynucleotides encoding P2 or antigen presenting

especially lung cancer,

cells expressing P2 and then administered to the patient to inhibit
development of cancer. .

Sequence 2816 BP; 781 A; 658 C; 619 G; 758 T; 0 other;

Query Match 100.0%; Score 1344; DB 21; Length 2816;
Best Local Similarity 100.0%; Pred. No. O;
Matches 1344; Conservative 0; Mismatches 0; Indels 0; Gaps
Qy 1 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttccagcatatetgg 60
FETERTVELLEEn PERVERERET R ettt el 111
Db 145 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttecagcatatctgg 204
Qy 61 gattttctggaacagcctatatgttcagttcagcccattgacttgaactttgtggatgaa 120
RN RN AN RN RN RN RN AR AR AR AR RN AND (HN]
Db 205 gattttctggaacagcctatatgttcagttcagcccattgacttgaactttgtggatgaa 264
Qy 121 ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcag 180
(RN RN NERN] AR RN RN RN R R RN RN AR R AR RN RRRRRERN
Db 265 ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcag 324
Qy 181 gactcggacctgagtgaccccatgtggccacagtacacgaacctggggctectgaacage 240
(A RNRERERARAREY (RN RN R AR RN A NN RN AR RN RRRE!
Db 325 gactcggacctgagtgaccccatgtggccacagtacacgaacctggggctcectgaacage 384
Qy 241 atggaccagcagattcagaacggctcctcgtccaccagtecctataacacagaccacgeg 300
(ARNARRERRRER] INANERERR] FERECEEER et ering Il
Db 385 atggaccagcagattcagaacggctectegtccaccagtccctataacacagaccacgeg 444
Qy 301 cagaacagcgtcacggcgccctegececctacgcacageccagetccaccttegatgetete 360
RN RN NN R AR RN RN AR AR AR AR RN RRRRARNER 1
Db 445 cagaacagcgtcacggcgccctcgecctacgcacageccagctccaccttegatgetete 504
Qy 361 tctccatcacccgccatccecctccaacaccgactacccaggeccgcacagtttegacgtg 420
PEVECELRTRTY Rttt PEACTRLELLELELErtrenn 11
Db 505 tctccatcaccecgcecatccccteccaacaccgactacccaggeccgcacagtttcgacgtg 564
Qy 421 tccttccagcagtcgagcaccgccaagtcggecacctggacgtattccactgaactgaag 480
RN RN AR RN PEOLERLELETLELRE et 11
Db 565 tccttccagcagtcgagcaccgccaagtcggccacctggacgtattccactgaactgaag 624
Qy 481 aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacct 540
PRRTREYEI R iy FRELRELEEr ettt 1
Db 625 aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacct 684
Qy 541 cctcagggagctgttatccgecgecatgectgtctacaaaaaagectgagcacgtcacggag 600
(AR RNNRRRRREN [AERRRRARE VECRTREY LR rernrend |
Db 685 cctcagggagctgttatccgegccatgectgtctacaaaaaagctgagcacgtcacggag 744
Qy 601 gtggtgaagcggtgccccaaccatgagctgagecgtgaattcaacgagggacagattgee 660
PEELEETERNN (AR AR AR RN Y] i
Db 745 gtggtgaagcggtgccccaaccatgagctgagccgtgaattcaacgagggacagattgee 804

0;

us-09-670-568b-2_copy_145_1488.rng

Page 3
Qy 661 cctcctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatcee 720
IREERRRNE] (RN AR RER AR RN RRA Y AR A RN

Db 805 cctcctagtcatttgattcgagtagaggggaacagccatgeccagtatgtagaagatcee 864

Qy 721 atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggecactgaatte 780
(AR ARA AR RA RN ARARARY! [RERARRRR!

Db 865 atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaatte 924

oy 781 acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgcegt 840
PEALTERr ey e erererrre e (EERRRRARARARR RN

Db 925 acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgcegt 984

Qy 841 ccaattttaatcattgttactctggaaaccagagatgggcaagtectgggcecgacgetge 900
(AR RN RRE AR RA R RENARARR (RN RRRRRANARARRR]] NRARN

Db 985 ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgetge 1044

Qy 901 tttgaggcccggatctgtgcttgecccaggaagagacaggaaggceggatgaagatagcate 960
[RARRRRNRRARNR (EERERARE HEEHE et e e et vl

Db 1045 tttgaggcccggatctgtgettgecccaggaagagacaggaaggcggatgaagatagcate 1104

Qy 961 agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgcccegtttegt 1020
| TEELREEred (RN NN RN RREREARE (EERARRRRRRARARANY

Db 1105 agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagegecegtttcgt 1164

Qy 1021 cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa 1080
| LIErerenel EEELRLERErR el (RANARRARRRRRARARE

Db 1165 cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa 1224

Qy 1081 ct ﬁnmnmonnmnowaﬁommmmonomnmmmmonnmwmmmmnmonmnnmwwwwﬁwwwwwww 1140
| TEETETETE] AR A A RARARA Y] [RERARR

Db 1225 ctgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagag 1284

Qy 1141 tcc ﬁaammnﬁomﬁuowmnwoonnonﬁnmmomomommnﬁommmomnmommaomwowmoww 1200
| [ARRRRRRR [ARRRRRRN (NRRRRRARARARR R

Db 1285 tccctggaactcatgcagtaccttcectcagecacacaattgaaacgtacaggcaacagcaa 1344

Qy 1201 cagcagcagcaccagcacttacttcagaaacatctectttcagectgettcaggaatgag 1260
PEERRERER e erererbrerererrrinrerrnety [ARARERE! el

Db 1345 cagcagcagcaccagcacttacttcagaaacatctectttcagectgecttcaggaatgag 1404

Qy 1261 cttgtggagccccggagagaaactccaaaacaatctgacgtettetttagacattecaag 1320
RN RN RN R R AR AR RN R A A NN RN A RN NN AR RN RAREN]

Db 1405 cttgtggagccccggagagaaactccaaaacaatctgacgtettetttagacattccaag 1464

Qy 1321 cccccaaaccgatcagtgtaccca 1344
PEErereerererrreryrrern

Db 1465 cccccaaaccgatcagtgtaccca 1488

RESULT : ’

AAX58574

D AAX58574 standard; cDNA; 1347 BP.

XX

AC AAX58574;

XX

DT 16-AUG-1999 (first entry)

XX

DE Human cell regulatory protein p63, isoform huTAp63 gamma, CDNA.

XX

KW Cell regulatory protein; p63; huTAp63 gamma; TAp63 gamma; human;

KW cancer; tumour suppressor; cell cycle control; apoptosis;

KW cell proliferation; cell differentiation; therapy; ss.

XX

o] Homo sapiens.

XX

FH Key Location/Qualifiers

FT misc_difference 1254

FT /*tag= a

FT /note= "this base represents a nucleotide missing

FT from the sequence given in the

FT specification. It is included to maintain

FT the nucleotide numbering given in the



Tue Aug 14 11:34:21 2001

specification for this sequence"

W09919357-a2.

22-APR-1999,

02-0CT-1998; 98WO0-US21992.
29-MAY-1998; 98US-0087216.
15-0CT-1997; 970S-0062076.

(HARD ) HARVARD COLLEGE.

McKeon F, Yang a;
WPI; 1999-277595/23.
P-PSDB; AAY05955.

New isolated p63 cell regulatory protein for, e.g. treatment of
tumours

Claim 1; Fig 11; 161pp; English.

The present invention concerns the discovery of a new family of
cell regulatory proteins (CRPs) termed the p63 family of proteins,
which demonstrate certain sequence identity to known tumour
suppressor proteins p53 and P73. It has been observed that the
intron-exon organisation is conserved between P73 and p53, and from
known exon and intron sizes for these 2 genes, it was possible to
identify new members of this gene family using a PCR-based strategy
of amplifying 2 exons in a conserved domain and their intervening
The human p53 gene was localised to chromosomal position
At least 6 different isotypes exist. Splice variants
differing at the C-terminus have been designated as alpha, beta and
gamma forms, while p63 members differing in the N-terminus are
designated as deltaN and TA forms, where the deltaN form lacks the
transactivation domain. The present sequence represents a cDNA
clone encoding human TAp63 gamma. p63 was detected in a variety of
human and mouse tissue. It demonstrates remarkably divergent
activities, such as the ability to transactivate P53 reporter genes
and induce apoptosis.
may play a critical role in the process of cervical squamous
differentiation, both benign and neoplastic. DeltaN isotopes of p63
act as dominant negatives towards transactivation by p53 and p63.
p63 may also be implicated in haematopoiesis, muscle wasting (e.qg.
cachexia) and neuronal differentiation and related degenerative
disorders. p63 polypeptides (see AAY05953-64), polynucleotides (see
AAX58572-83) and anti-p63 antibodies of the invention can be used to
identify compounds useful for treating disorders involving such
processes, in detection and diagnosis, and in the production of
transgenic animals.

Sequence 1347 BP; 374 A; 381 C; 316 G; 275 7; 1 other;

Query Match 99.9%; Score 1343; DB 20; Length 1347;
Best Local Similarity 99.9%; Pred. No. 0;
Matches 1343; Conservative 0; Mismatches 1; Indels 0; Gaps

Qy
Db
Qy
Db
Qy
Db

Qy

1 mﬁaﬁnnnmommownmnmmmnmmmﬁmmmﬁnooﬂomaﬁoomomcmnﬁnﬁonmoomﬁmnOﬁom 60
VIV ELTET et FELn [ARRNNAN EERRRRRRRRARD]
1 mﬂmnooowmmmomomommmommmnommnnonnnmmﬂnowmmmonnnnonmmomnmnnﬂoa 60

61 mmﬁnﬂﬁOﬁmmmmnm@ooﬁmnmnmﬁnomannnmmnonmnnomnnn@mmnnnﬁaﬁ@mmnomm 120

FEELET e [EASANRY

61 mmnnnnonmmmmnmmonﬁmnmnmnnnmannommooomnnamnwn@mmoﬁnnmnmmmﬁmmm 120

121 oomﬁnmommcmﬁomnmnmmomwwommmmnnmwmwnﬁwnomn@m@ﬂ#@ﬁmﬁonmnmﬁmomm 180

121 nomﬁommmmomﬁomﬁcnomnmmwnwmmmﬁnmmmmnnmmomnmmmOﬁmﬁmﬁnomnmﬁaomm 180

181 mmoﬁommmnonmmonmmoonnmﬁmnmnnomomuﬁmnmammwnonmmmmnnnon@mmnmoo 240

Cessation or down-regulation of p63 expression

Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
oy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

181
241
241
301
301
361
361
421
421
481
481
541
541
601
601
661
661
721
721
781
781
841
841
901
901
961
961
1021
1021
1081
1081
1141
1141
1201
1201
1261
1261

cmuowumqonmmmvnwloowwlwomlpnwm.Hba

mmowoemmoon@monowooonmﬂmﬂmannmom@nmomommmnoammu@nnoonmmmommn

mﬁummnnmmownmnﬁowommnomonoowonnoomoomonnnonmnmmomommmnomnwnm
SIS ESRRRRRRRAN AR AR RAR NI RN RN A RN AT [ARRARARNN
mﬁmownommowmwnnommmmomoonnnnnonoomonmmﬁnoonwnmmnmnmomOOmowno

ommmmommaoaomnaoomooo&omooonmomomnmmnnnmmonnnmanﬂﬁnomnoonnnn
11 SRERARRRRRRERANANY RN RRR R RRRR RN [RRRRNE |
ommmmnmmomﬁomoowomoooﬁnoOQOﬁmooomnmmnoomooﬂnnmonﬁnoumnmnnnnn

noﬁnomnowoonmnnmnnoooﬂnnmaomonmwonmooommmonnaomomonnnoumoaﬂm

Il AN ARRRRNERRANE! (SRR ARRRRRARD [ERNRRY! L
noﬁoowﬂomnooaonmﬁnnonnonmmnmoommowmoonmmmnonmomnmwﬁﬁnnomomﬁo

ﬁonﬁﬁnomunwmnommonmonmnommmnoooonmoonmmmnmnmﬁﬂoomonmmmonmmwm
ARERRARNRY| IEERRRRRRANARNANY [FERRRARRRRREARAR] i
noonﬁonmmowmnommmnmoomnomwﬁﬁommoomonﬂommomwwnﬁnomOﬁmmmonmmmm

mmWOﬂnnmoﬁooommwnﬁmommm@momﬁmooonmﬁnnmwmnnwwwmnmmﬂomnoonmoon
[ARRRRERNR [REN RN RRRA RN AT [RERERARN] (RARRRARRRARNNEN
mwwonOﬁmnﬁnoommmﬁﬁmommmmmomn@onnnmﬁnnmomnnmwmmdouﬁmmnnocm00ﬁ

oonomommmmonmnﬁmﬁoooomoanQQOHOHoﬁmnmmmmmwQOﬁommomomﬁnmnamwm
NN ERRRRERRRRAEARY [ARRRRAR EERRRARRRRRERANEY AERNRRRR
onnomomowonﬁmnnmnnomnmonmnmonnmnnﬁuommmwmeOﬂmmanmnmﬁnmoanmm

mnmoﬁmmmoomcﬁwoooommoowﬁmmmonmmmnounmmmﬁnommommwmmmommmnn@nn
BERARERRRRRERINY PLVERRINELET vt n SRR RANARNRANAERY
@ﬁmmﬁwwmmommnmoonommnomﬁemQOﬂomooomnmmmﬂnommnammmmmnmmmnwmon

oowoowwmnomﬁnnmmﬁﬁommmnwmmmmommwnmmoomﬁoonomunwnonmmmwomnonn
PULVELUTE it RN ARERR RN I
OOﬂonﬁmanomﬁnnmmnnnwmmnmmmmmmmmmnmmoomnmoonmwnmﬂmﬁwommownono

mﬁomnwommmmmcm@mmﬁmnmoﬂomﬁmoonﬁmﬁmmQoomonnnmmmnnmuomnﬁmmmﬁnn
FEETER i i PRI [EREARARRRNE]
wﬁnmomowmmmmnmmmmﬁononnmmnmoonﬁmﬁmmooomonoomaonﬁoaomOﬁmmmﬁﬂo

wnmmommnnmﬁoﬂmommnnﬁomnmnmnwmommommﬁnmﬁmﬁnmmmommmnmmmoouonaﬁ
NN RA RN Y [AERERERE] AR RRARARERERY 1
mommomononﬁmﬁmowmﬁﬁﬁomﬁoﬁoﬁwmnmmowownmnawnmmmmawmﬂommnoonomﬁ

oowmﬂnnnmmwomnﬁmnnmOnonmommmnomomommmonommnnoonomooommoonﬁmn
RS ERRARARARRRAENANY (EEERARRRRRRARANRY [N RRRRRRRRRAT]
nomwnnﬁﬁmmnomnﬁmﬁwmonnnmwwwmoommmmmﬂawmommmﬁonn@mooommooonoo

ﬁnnmm@moonommﬁﬂﬂ@ﬁ@ﬂﬂﬁoonnmommmmmomnmommmowommmnmwmmmﬂmmomﬂn
A ERRERARER RN ERRRRRARRRRRARNY (LIS ARRARRARRRER
nnﬁmmmmonnmwmﬁnnmﬁmonﬁmnnnmmomm@mmmommnmmmmoommnommmmnmonwno

wommwmomoommaﬁﬁnommmommnmommmmmmowmnumﬂuunmnmmmmoaooomnﬁﬁouﬁ
PEERLELECL I i EERRREARARARERRENE ENRARRRRRRRANANRY
mmmmmmnwmommmnﬁﬁaammnmmﬁmommmcmmnm@nmmnmwnmommmmnoonnmnnnomﬁ

Ommmmomomnmﬁmoannom@wﬁmmomﬁoomnommwmwmoummamﬁnnnommmnmmﬁmmm
(AN RARRRRRRNEANY [NRARRRRERRRRAEAENY ARRRRRAN! e
nmommomomnmﬁmmﬁwﬁoomomnmmownoomnnmmmmmmn@mmamnooonmamﬁwmnwmm

Oﬁoﬁnmﬂmnnnmoowon@mmoomnomﬁomomnnﬁmnmmmmﬁmonmﬁn@mmmmﬁowmmomm
(RN [FNRRRR! PELETTV T e oty [RARRE |
nmmﬁnmnmoﬁnmonmmmom@momonnnwmomnﬁnmn@mwmﬁooﬁmnﬁmmmmmﬁommmmmm

ﬁonnﬁmmmmnﬂomﬁmommnmnoﬁﬂonnommomnmowmnﬂammmoanwnmmonmmommcmm
I NN ARRARA RN NER) ARRRARRNEANARAE Y [RARRRARRNRNR]
ﬁoooﬁommeﬁomnonm@anOﬁnnnnommomomnmmnﬂ@wwmnoﬁmow@oommcmoomm

oweowonwonwoowmomonﬁmonnnmmmwmomnononnnnomwnOﬁmnﬁnommmmuﬁmmo
1 ERRARA RN R RANAT ERERNRRRARARARRNY FEEEVLE b
nmmommommnmonwmomoﬁmmoﬁﬁomamwwomnomooﬁnﬂcmonOﬂwonnomQ:mmnmmm

onﬁoﬁmammnooommmommmwmonoommWNOmmﬁoﬁmmooﬁoﬁnnnﬁﬂwnmnmnﬁonmmm

AR ERRRRRRRRANAN] SRARENNRRARRERRRERY [ARRARE] Lt
oﬁﬁmﬁoamoooonm@mmmmmmmonnnmmmmnmmﬁnnmmnmnOﬁnOﬁﬁnmmmom tccaag
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240
300
300
360
360
420
420
480
480
540
540
600
600
660
660
720
720
780
780
840
840
900
900
960
960
1020
1020
1080
1080
1140
1140
1200
1200
1260
1260
1320
1320
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Qy 1321 cccccaaaccgatcagtgtaccca 1344
(REARRRRR RN RN RNRE
Db 1321 cccccaaaccgatcagtgtaccca 1344
RESULT 4
AAX58573
ID AAX58573 standard; cDNA; 1551 BP.
XX
AC AAX58573;
XX
DT 16-AUG-1999 (first entry)
XX
DE Human cell regulatory protein p63, isoform huTAp63 beta, cDNA.
XX
KW Cell regulatory protein; p63; huTAp63 beta; TAp63 beta; human;
KW cancer; tumour suppressor; cell cycle control; apoptosis;
KW cell proliferation; cell differentiation; therapy; ss.
XX
0os Homo sapiens.
XX
PN W09919357-A2.
XX
PD 22-APR-1999.
XX
PF 02-0CT-1998; 98W0-US21992.
XX
PR 29-MAY-1998; 98US-0087216.
PR 15-0CT-1997; 970S-0062076.
XX
PA (HARD ) HARVARD COLLEGE.
XX
PI McKeon F, Yang A;
XX
DR  WPI; 1999-277595/23,
DR P-PSDB; AAY05954.
XX
PT New isolated p63 cell regulatory protein for, e.g. treatment of
PT tumours
XX
PS Claim 1; Fig 10; 161pp; English.
XX
cc The present invention concerns the discovery of a new family of
cc cell regulatory proteins (CRPs) termed the p63 family of proteins,
cc which demonstrate certain sequence identity to known tumour
cc suppressor proteins p53 and p73. It has been observed that the
cc intron-exon organisation is conserved between p73 and p53, and from
cc known exon and intron sizes for these 2 genes, it was possible to
cc identify new members of this gene family using a PCR-based strategy
cC of amplifying 2 exons in a conserved domain and their intervening
cc intron. The human p53 gene was localised to chromosomal position
cc 3g27-29. At least 6 different isotypes exist. Splice variants
CC differing at the C-terminus have been designated as alpha, beta and
cc gamma forms, while p63 members differing in the N-terminus are
cc designated as deltaN and TA forms, where the deltaN form lacks the
cc transactivation domain. The present sequence represents a cDNA
cCc clone encoding human TAp63 beta. p63 was detected in a variety of
cc human and mouse tissue. It demonstrates remarkably divergent
cc activities, such as the ability to transactivate p53 reporter genes
cc and induce apoptosis. Cessation or down-regulation of p63 expression
cc may play a critical role in the process of cervical squamous
cc differentiation, both benign and neoplastic. DeltaN isotopes of p63
cc act as dominant negatives towards transactivation by p53 and p63.
cc p63 may also be implicated in haematopoiesis, muscle wasting (e.g.
cc cachexia) and neuronal differentiation and related degenerative
(o] disorders. p63 polypeptides (see AAY05953-64), polynucleotides (see
cc AAXS58572-83) and anti-p63 antibodies of the invention can be used to
cc identify compounds useful for treating disorders involving such
cc processes, in detection and diagnosis, and in the production.of
cc transgenic animals.
XX
SQ Sequence 1551 BP; 425 A; 466 C; 350 G; 310 T; O other;

us-09-670-568b-2_copy_145_1488.rng

Query Match A 91.7%; Score 1232; DB 20; -Length 1551;

Best Local Similarity

Matches
Qy 1
Db 1
Qy 61
Db 61
Qy 121
Db 121
Qy 181
Db 181
Qy 241
Db 241
Qy 301
Db 301
Qy 361
Db 361
Qy 421
Db 421
Qy 481
Db 481
Qy 541
Db 541
Qy 601
Db 601
Qy 661
Db 661
Qy 721
Db 721
oy 781
Db 781
Qy 841
Db 841
oy %01
Db 901
oy 961
Db 961

100.0%; Pred. No. 0;

Page

1232; Conservative 0; Mismatches 0; 1Indels 0; Gaps

atgtcccagagcacacagacaaatgaattcecctcagtceccagaggttttecagcatatcetgg

(AR RN RN AR R R R R RN AR RN NN AR AR AR R R AR
atgtcccagagcacacagacaaatgaattcctcagtccagaggttttecagecatatetgg

gattttctggaacagcectatatgttcagttcagcccattgacttgaactttgtggatgaa

(RN RN AR AR AR AR RN RRRE (ARRRRRARARARARARE
gattttctggaacagcctatatgttcagttcageccattgacttgaactttgtggatgaa

ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcag
| Prererrn AENRERE! [ARRERRAN (ARARERN] (ARAR
ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgecatgcag

gactcggacctgagtgaccecatgtggeccacagtacacgaacctggggectectgaacage
[RERRER RN RN R AR R RN R AR RN R AR ARN RN RN Y| [ARRRI
gactcggacctgagtgaccccatgtggeccacagtacacgaacctggggctcctgaacage

atggaccagcagattcagaacggctectegtecaccagtccctataacacagaccacgeg
(RN RN NN RN AR AR AR AN N R A RN RN RNy TELE]

atggaccagcagattcagaacggctcctcegtecaccagtecctataacacagaccacgcg

cagaacagcgtcacggcgccctcgecctacgcacageccagetecaccttegatgetete
NN ARER R AR RN RN RN R RN RN RN R R R RN RN NN RN AN
cagaacagcgtcacggcgecctcgeectacgcacageccagetecaccttegatgetete

tctccatcacccgeccateccctccaacaccgactacccaggeccgcacagtttegacgtg
(AR AR AR R R A RN R RN RN R R R AR AR A RRE RN AR RN (RRR
tctccatcaccegecatcecectecaacaccgactacccaggeecgcacagtitecgacgtyg

tccttecagcagtcgagcaccgecaagteggecacctggacgtattceccactgaactgaag

(RN AR RN R RN R AR NN AR RN AR RNARY| [BRNR
tccttecageagtcgagcaccgcecaagteggecacctggacgtattccactgaactgaag

aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacct
(RN AR AR RN RN NN RN RN AR AR N RN R AR RN NN RARA RN (RERE
aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacct

cctcagggagctgttatececgegeccatgectgtetacaaaaaagectgagcacgtcacggag
PERCEEEEES et rererererrrererrrerrerrrrrertrririnl (RN
cctcagggagctgttatccgegecatgectgtctacaaaaaagctgagcacgtcacggag

gtggtgaagcggtgecccaaccatgagetgagecgtgaattcaacgagggacagattgee
(AR AR RN ARA NN (ARRAR AR RRRARARRN] Vvl
gtggtgaagcggtgccccaaccatgagetgageccgtgaattcaacgagggacagattgee

cctcctagtcatttgattcgagtagaggggaacagecatgceccagtatgtagaagatece
NN RN R R A RN R AR RN R AR NN NN AN RNE ]
cctectagtcatttgattecgagtagaggggaacagecatgeccagtatgtagaagatcecee

atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaatte
PEEEEIEEET e re i e e e e e e e e e e e e e b ey
atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaatte

acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgcegt

PECERETEEE e e e R e et e e et e e el
acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgecgt

ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggecgacgetge
PEATEEREREPE e e e e e ryrere ettt el
ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgetge

tttgaggcccggatctgtgettgeccaggaagagacaggaaggcggatgaagatagceate
PEEEOEREEE e et e e et ettt bbb el e
tttgaggcccggatctgtgettgeccaggaagagacaggaaggceggatgaagatageate

agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgcecgtttegt
| (ARERERN] (ARANRRNAN [ARRRERER [ARRRRRARARRNRNARY
agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgceccgtttegt

60
60
120
120
180
180
240
240
300
300
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360
420
420
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480
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Query Match 91.7%; Score 1232; DB 21; Length 1551;
Qy 1021 nmmmmomomomnm@nmnonmmmﬁmmomnonwﬁnmmamwmowmmmmnnoonmmwnomﬁamm 1080 Best Local Similarity 100.0%; Pred. No. 0;
IRRERAR RN [ARARRANARARNRENNEY [ARRRRARARNER Matches 1232; Conservative 0; Mismatches 0; Indels 0; Gaps 0;
Db 1021 nmmmwnmnmomnmmnmnnomumﬁmmomﬁoomﬂommowmmommmomﬁnooom@mﬁomnmmw 1080
Qy 1 mﬂnﬂnoomomonmnmommmnmmmnmmWﬁﬂonnnmmﬁonmomwmnﬁnnonmQOmnwnOﬂam 60
Qy 1081 onmﬁnmnmowﬁmoommnmmuammnooﬁmmmwonﬁmnmmmanOnmnnmmmmmnomwmmmu 1140 IERARARARARERY [BNERRARRRNRERRRERY PEELEERIELereeney
INEREREN] RERRRERRERERE Y LRI 1 Db 1 mncﬂooommmmomnmowmmommwﬁ@ﬁmnnonﬁomunnnmmmmmnﬁnnonmmomnmnnnﬂm 60
Db 1081 onmﬂﬁmnmonnmonmmnmmmmmmnowﬂwmomonnwwommmnmnnmnnmmmomnnmmmwmm 1140
Qy 61 @mnvnnowmmmmommonﬂmmmﬂmﬁnommﬁnomQQQOmnﬂmmonnommnﬁnﬁnnoomnnmm 120
Qy 1141 ﬁnnOﬁomwmnnnmnaomanmonnﬁnnnnmmomownmwﬁmmmmmnmnmommoowmomoomm 1200 FEVIVEELELREN T [RENARA] PIVLVICLRLECETEer et
AEARNA] (ARNRRRR (ENARRRRARRRRRNARNY [RERERN] [AEARN Db 61 mmnwnﬁOﬁommmommooﬁmnwﬁonnnmonnnmooocmﬁﬁomonnmmmonnnowmmmnmmm 120
Db 1141 ﬁnnonmmmmOﬁnmnonomnmoonﬁnonommowomnmwﬁvammmnunmommmommomaomw 1200
Qy 121 onmmnm@mmmmﬁmmnmnomnmmmommmmﬁnnmmmﬁnmoomﬁommononmnonaomnmomw 180
Qy 1201 cagcagcagcaccagcacttacttcagaaaca 1232 FEEEEETEET i e e e g (RRRARARRRRRRAIAY 1t
1 PLELERVLLE I e v Db 121 oomﬁnmcmmomnmon@oawommmnmmmmﬁﬁmwmmﬁﬁmmownommnnmﬂmﬁnomnmnmomm 180
Db 1201 cagcagcagcaccagcacttacttcagaaaca 1232
Qy 181 mmonnmmwonnnmmnmmoonnmnon@moomnmoﬁmomowmmoonmmomonnnnmmmnmoo 240
PECREREIL R e et JEVEREV UL EL R ey
wmmcwwu 5 Db 181 mmnﬁoaomnnnmmwnmwonoomnwﬁomnomommﬁmnwnmmmoonmmomnﬁoonammomno 240
AAC6 3
D AAC66033 standard; cDNA; 1551 Bp. Qy 241 wnmmmonw@nwamﬁnommmmomoonnoﬁnoﬁonmonmannnnﬁmﬂmmnmommwnomomou 300
XX PEVELELETECEC v e e PELEEELE e
AC  AAC66033; Db 241 mﬁoumoommnmmmnﬁomammoomnnnnﬁnoﬁoomnnmoﬁnoonwnmmomnmomoowomom 300
XX
DT 21-FEB-2001 (first entry) Qy 301 nw@mmommomnomoomomononoaonommonnmom@noomoonoomonnnommnmononn 360
XX EERARRRRRRANRRAND] [RRRRRRN IR RN AR R R R AN AR A R AT AT
DE Human lung cancer-associated cDNA p63 isoform 7. Db 301 owmmmommomﬁomommooooowomnonnmnmnmommooommonnomOOﬁnoomﬂ@OﬂOﬁo 360
XX
KW Lung cancer; therapy; treatment; human; tumor; immunogenic; cytostatic; Qy 361 nonnnmnomooomoomnooooanommomooomowmnnnm gcccgcacagtttcgacgtg 420
KW  vaccine; detection; ss. FVULELELECV Tt [ARERRN] [EERREERR AR ARAN]
XX Db 361 nonoomnnmooomonmnoooonnnwmnmoommoﬁmoooma@noooomowmnnnommnmﬁo 420
0os Homo sapiens.
XX Qy 421 ﬁnonﬁonmwowmﬁommuomoomocmmanoonnnmoonmwmoonmnnnownnmmmonmmmm 480
PN WO0200061612-A2. ARNRERRARRRA RN VOO et ey [EERERRRN]
XX Db 421 monﬁﬁnnwmommnommmomoouoommmnnmmonWQOﬁmmmooﬁmnnnomaammmowomma 480
PD 19-0CT-2000.
XX Qy 481 mmmownﬁmonooommmnmmommmomomnwnonomﬁnnwomnomwomnmmnumoannmnnﬁ 540
PF 03-APR-2000; 2000W0-US08896 . 1 PIVLREVLEET TRttty [ARRERE] [RERRERNRRR
XX Db 481 mmm0nnnmnnmonmmmﬁﬁmomwmmmomﬁmnnoomnoownmﬁommmonamﬁmmnonomnon 540
PR 02-APR-1999; 99US-0285479.
PR 17-DEC-1999; 99US-0466396. Qy 541 ocﬁomomQWQOﬁ@nﬁmnoomomoomﬁ@oonmﬁnnmnmmwmwmQOﬁQmonmounnmomomm 600
PR 30-DEC-1999; 99US-0476496. f [NERRR AR RRARRRARY PEVLVLVELET e etron it A
PR 10-JAN-2000; 2000US-0480884 . Db 541 nonommmowmonmnﬁwﬁnooomonunmoonmnonmomwmmmmoonmmwomnmnomooomo 600
PR 22-FEB-2000; 2000US-0510376.
XX Qy 601 mﬂmuﬁomm@ooanmonoommoomﬁomuoﬁwmooomﬁmmmnﬂnmwnmmmommnwmmnﬁono 660
PA (CORI-) CORIXA CORP. FELERVIV L et g AREARARARARRANERY! 1
XX Db 601 @nmmﬁommmnwmnmonnnmmnomnmmmnnmmoooonmmmnﬁnmmonmonomomomnnmno 660
PI Wang T, Fan L;
XX . Qy 661 nonnowmmnomnnﬁomﬁnommmnmmwmmmmmmomooomnmooommnmnmﬁmmmwomﬂnon 720
DR WPI; 2000-628399/60. et LSRR AR AR RAR AN RN NI [ARN!
DR P-PSDB; AAB11363. . Db 661 oowooﬁmmnowﬁnnmmnﬁommmﬂmomoooommommonmﬁanoommnmnmnwmmmownooo 720
XX
PT Isolated polypeptide comprising an immunogenic portion of a lung tumor Qy 721 mﬁomomnmwmmmnmmmoﬁOﬁmnnmonmoonnmnmmmoomnonowmmnﬁmmnmnﬁmmmnﬁo 780
PT protein is used for detecting and monitoring progression of lung cancer (ARARERN (EERRARRRARRRRRRARY AR RN R R RN R RN AR RN
PT in a patient - Db 721 mﬁnmowommmmmomommeHQOﬁo@nmoonﬁmnomooomnooomamﬁnmoomnnmmmnﬂo 780
XX '
PS Claim 25a; Page 242-243; 261pp; English. Qy 781 wommnmoﬂoﬁnoﬁmnwmnnﬁommmnmnwmnmmnmmnnmnmnﬁmmmmmamﬁmmmnoonnmn 840
XX [ARERE] VULTLELEerreenr g ARRNERRARRNRRRAERY
cc This invention describes a novel isolated polypeptide (I) which Db 781 mnmmnwmﬂonn@ﬁmnwmﬁﬁnomﬁonwﬂwmnmoowoﬁﬁonmnﬂmowmommnommoomonmn 840
cc comprising an immunogenic portion of a lung tumor protein or variant (P2)
cc which have cytostatic activity. The polypeptides and polynucleotides are Qy 841 oommnnnnmmnomnﬁmﬁnmonnﬁcmmmwoommmuwnmmmomwmﬁooﬁommooomn@nnmo 900
CC  used in compositions and vaccines to inhibit the development of cancer, it PIVLVOIT LR ittt RN ARRARANORRAERT
cc especially lung cancer, in a patient. Methods described in the invention : Db 841 onmmnﬁﬁnmmﬂowﬁﬂmnﬁwoﬂnﬁmnmmmoomommmﬁowoommmnonnmmmonmwomonao 900
cc can be used to monitor the progression of a cancer by carrying out the
ccC detection at subsequent time points and comparing the results from the Qy 901 ﬁﬁnwmmmonomomnowmnmnﬁnmoonmmwmwmmmmommmmmmmommmmmmmwmﬁmmownn 960
CC  different time points. CD4+ and/or CD8+ T-Cells isolated from a patient [AERRRNRRERRER PELCTRTCEEET O et e it [ARRRRNRARE]
cc are treated with P2, polynucleotides encoding P2 or antigen presenting Db 901 nﬁnQWQQOOOQQWnOﬁQﬁoowﬁmoonmoommomounmommmmmowmmnmmmmmnm@omwo 960
cc cells expressing P2 and then administered to the patient to inhibit
cc development of cancer. Qy 961 wummmmommnmmannnn@mmnmmﬁmomwmmmmom@nmmnomnmoamwmomnooannﬁomn 1020
XX [ERRARRRRRRE] PEVLVLEEREE bt i [ARARERRERERE!
sQ Sequence 1551 BP; 425 A; 466 C; 350 G; 310 T; 0 other; Db 961 mommmmomoommoﬁﬁﬁnaomommﬂmnmmmmmmoomnmmﬁomnmnmmmonmoonmnnﬂnaﬁ 1020
Qy 1021 omummomomnmnwmnmﬁoommmnmmomnoomﬂommammmnammmmdoooomomnownomm 1080
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(EERRR AR RN RRRRRE N [NERRRARERE! (NARERREE (RARRERRAN CC act as dominant negatives towards transactivation by p53 and p63.
Db 1021 cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa 1080 cc p63 may also be implicated in haematopoiesis, muscle wasting (e.g.
cc cachexia) and neuronal differentiation and related degenerative
Qy 1081 ctgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagag 1140 cc disorders. p63 polypeptides (see AAY05953-64), polynucleotides (see
(ERNN RN RERR R RN (NERRERNN] [ARRARRRRR (NRRRRNA RN CC  AAX58572-83) and anti-p63 antibodies of the invention can be used to
Db 1081 ctgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagag 1140 cc identify compounds useful for treating disorders involving such
cc processes, in detection and diagnosis, and in the production of
Qy 1141 tccctggaactcatgcagtaccttcctcagcacacaattgaaacgtacaggcaacagcaa 1200 cc transgenic animals.
PUECLELECRTEEr et brer e (RERRERERN] FEVEYELETE XX
Db 1141 tccctggaactcatgcagtaccttectcagcacacaattgaaacgtacaggcaacagcaa 1200 sQ Sequence 1926 BP; 509 A; 574 C; 444 G; 399 T; 0 other;
Qy 1201 cagcagcagcaccagcacttacttcagaaaca 1232
(NN AR RN NN NY| ARARARAN Query Match 91.7%; Score 1232; DB 20; Length 1926;
Db 1201 cagcagcagcaccagcacttacttcagaaaca 1232 Best Local Similarity 100.0%; Pred. No. 0O;
Matches 1232; Conservative 0; Mismatches 0; Indels 0; Gaps
RESULT 6 Qy 1 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttccagcatatctgg 60
AAX58572 (AR AR RRA RN [ARERARE! [ARRRARA] (RERERARRNAN!
ID AAX58572 standard; cDNA; 1926 BP. Db 1 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttccagcatatctgg 60
XX
AC  AAX58572; oy 61 gattttctggaacagcctatatgttcagttcagcccattgacttgaactttgtggatgaa 120
XX PEEERCrererererrrrererererereetd (ARRRRREN [ARARARRRRRY:
DT 16-AUG-1999 (first entry) Db 61 gattttctggaacagcctatatgttcagttcagceccattgacttgaactttgtggatgaa 120
XX
DE Human cell regulatory protein p63, isoform huTAp63 alpha, CDNA. Qy 121 oowﬁomommmmﬁmononmmommmommuwﬁﬁwwwmﬁﬁﬂﬂﬂﬂﬁwwwwnwﬁﬂﬁﬂﬂ%ﬁﬂﬁﬂﬂﬂﬂ 180
XX (RERE RN Prererrererrrrrertnd
KW Cell regulatory protein; p63; huTAp63 alpha; TAp63 alpha; human; Db 121 ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcag 180
KW cancer; tumour suppressor; cell cycle control; apoptosis;
KW cell proliferation; cell differentiation; therapy; ss. Qy 181 gactcggacctgagtgaccccatgtggccacagtacacgaacctggggctcctgaacage 240
XX [RERRN AR RN E AR AR A R AR RN RN A RN R AR R RN]| NARNRARNRS
os Homo sapiens. Db 181 gactcggacctgagtgaccccatgtggccacagtacacgaacctggggctcctgaacage 240
XX
PN  WO09919357-A2. oy 241 atggaccagcagattcagaacggctectegtccaccagtccctataacacagaccacgeg 300
XX CEETEVEEE ety ere ettt (RANARARANAR:
PD  22-APR-1999. Db 241 atggaccagcagattcagaacggctcctegtccaccagtcectataacacagaccacgeg 300
XX
PF 02-0CT-1998; 98WO-US21992. oy 301 cagaacagcgtcacggcgccctegecctacgcacageccagctecaccttegatgetete 360
XX ARRRER PERRERLT RO et bbb e e e b b e ey
PR 29-MAY-1998; 9805-0087216. Db 301 cagaacagcgtcacggcgcectegeectacgcacageccagetecaccttegatgetete 360
PR 15-0CT-1997; 97US-0062076.
XX Qy 361 tctccatcacccgecatccectccaacaccgactacccaggeccgcacagtttegacgtg 420
PA (HARD ) HARVARD COLLEGE. POATELLEV TRt e b e b bbb e e i e e e ey ernd
XX Db 361 tctccatcaccegccatcecectecaacaccgactacccaggecegcacagtttegacgtg 420
PI McKeon F, Yang A;
XX Qy 421 tccttccagcagtcgagcaccgccaagteggecacctggacgtattccactgaactgaag 480
DR WPI; 1999-277595/23. (RN RRARARRRRRAAY] PERLRTERAET b e e eyl
DR P-PSDB; AAY05953. Db 421 tccttccagcagtcgagcaccgccaagteggecacctggacgtattcecactgaactgaag 480
XX
PT New isolated p63 cell regulatory protein for, e.g. treatment of Qy 481 aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacct 540
PT  tumours AN RN P CHErene
XX Db 481 aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacet 540
PS Claim 1; Fig 9; 161pp: English.
XX Qy 541 cctcagggagctgttatcecgegecatgectgtctacaaaaaagctgagcacgtcacggag 600
CC The present invention concerns the discovery of a new family of FEURERERRT R e i e ey i e bbb e e e el
cC cell regulatory proteins (CRPs) termed the p63 family of proteins, Db 541 cctcagggagctgttatccgegecatgectgtctacaaaaaagcetgagcacgtcacggag 600
cC which demonstrate certain sequence identity to known tumour
cc suppressor proteins p53 and p73. It has been observed that the Qy 601 gtggtgaagcggtgccccaaccatgagetgagecgtgaattcaacgagggacagattgec 660
CC  intron-exon organisation is conserved between p73 and p53, and from CETTRTEEY et erere ettt ety
CcC known exon and intron sizes for these 2 genes, it was possible to Db 601 gtggtgaagcggtgccccaaccatgagcetgagecgtgaattcaacgagggacagattgec 660
cc identify new members of this gene family using a PCR-based strategy
cC of amplifying 2 exons in a conserved domain and their intervening Qy 661 cctcctagtcatttgattcgagtagaggggaacagecatgcccagtatgtagaagatece 720
CC  intron. The human p53 gene was localised to chromosomal position PEErrrerrsererersrenerrrererennl TREEEEIR e erenen
cc 3q27-29. At least 6 different isotypes exist. Splice variants Db 661 cctcctagtcatttgattcgagtagaggggaacagccatgeccagtatgtagaagatece 720
cc differing at the C-terminus have been designated as alpha, beta and
ccC gamma forms, while p63 members differing in the N-terminus are Qy 721 atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattc 780
CC designated as deltaN and TA forms, where the deltaN form lacks the PLCESrerderrrereriniesrrryesererrrtrererrregrerrinineren
cc transactivation domain. The present sequence represents a cDNA Db 721 atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaatte 780
cc clone encoding human TAp63 alpha. p63 was detected in a variety of
cc human and mouse tissue. It demonstrates remarkably divergent Qy 781 acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgccgt 840
CC activities, such as the ability to transactivate p53 reporter genes ARRRRRY] LEErerenel (ERERERR RN RARRRREY
cc and induce apoptosis. Cessation or down-regulation of p63 expression Db 781 acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgcegt 840
cc may play a critical role in the process of cervical squamous
cc differentiation, both benign and neoplastic. DeltaN isotopes of p63 Qy 841 ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgetge 900
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PELUELLLEE et

[ARRRRRRRNRNEY! CC  proliferation regulation is associated. The p51 protein may be used for

Db 841 nommnﬁﬂﬂwmﬁomnnmndmnnnﬂmmmmmonmamﬂmﬁmmmommannonmmmoomwomnﬂon 900 cc screening potential agonists and antagonists of its regulatory function,
cc for use as ‘drugs,
Qy 901 nnnmmooonooamnnﬁonwnnnmonommmmwmmmmommwmmmoomamﬁmwmomnmoomno 960 XX

PELRETRERO e v it INARNRREN] et [RNA! SQ  Sequence 2270 BP; 595 A; 677 C; 500 G; 498 T; 0 other;
Db 901 nﬁnommmnnomomﬁOﬁmnwonnmnnommmmmmmmwom@@mmmcnmmmﬁmmmomnmaomno 860 |

Qy 961 mmmmmmommommanﬁﬁommmomwﬁmommmmmmomonomﬁmmﬂmoommmonoocoﬁnnomﬁ 1020 Query Match 91.7%; Score 1232; DB 20; Length 2270;

NN NN RN AR RN RENRIRRNRARRARARANAE] [AREN Best Local Similarity 100.0%; pPred. No. O0;
Db 961 wmmmmmomonmwmnnﬁnmwwommnmommmamwnouﬁmmnuonmnummmnmnooonﬁﬁnmn 1020 Matches 1232; Conservative 0; Mismatches 0; Indels 0; Gaps 0;
Qy 1021 ommmwomnmomﬁmwnmnonmwwﬁmmowﬂonmﬁommmmmwommmmmﬁnonomomﬂmmnomm 1080 Qy 1 mﬂmnnoomommomomomamommmﬁommnnoonommnnnwmmmmnnﬁﬁoowmomnmnnnma 60

1 PEVETELELLE R T b et [BRRRARE LLErereregt

[NNERE! SEARARRRRAARE

Db 1021 omammomomnmnannmnoomomnmmoanOWﬂommmmmmoommmmnononmmmnamﬁmmm 1080 Db 145 mﬁmﬁonnmommomnwowamowmmnmmmﬁnnonnmmnnommwmcﬂnnnoommnmnmﬁoﬁmu 204

Qy 1081 ctgtt ﬁmonnmnommnmmmmmmoomﬁmmmmnnﬁwﬂmmumﬂmnnmﬁnmmmmmnommmmmo 1140 Qy mH\omnﬁnﬁonmwmmnmmonﬁmnwnmﬁﬂom@ﬁnowmooomnﬁmmoﬁncmmnnnﬁmﬁcammmmm 120
I SEARARRRRARRRREENY RN ERRRRRRRRARANNEY) AERRERN VEERRN R e B RN RN RN RN R AR RN Y

Db 1081 nnmﬁnmﬁmnnnmnnmmnmmwommnomnmmmwOHﬂmﬁommmnmnnmnnommmmﬂowmmamn 1140 Db 205 wwnﬁnnnnmmmmommnonmﬂmnmnﬁommﬁnommooownnuwnﬁnammonﬂﬁmnoomﬁ@mm 264

Qy 1141 nonnﬁmmmmonnmnmommﬁwonnﬁonnomwnwnmnwmnnamwmoaﬁmom gcaacagcaa 1200 Qy 121 nowﬁnm@mmomnmonooamomwmnwmmmnnammmﬁnmonmﬁmownﬁonmﬁnnmomnmomm 180
I T FLLLCELER ORIt ey IRRRARERY] PLEVEERERTREreeereent VLR ELEI e vt ettt

Db 1141 nnooﬂQQNQOHQmnaowmnmnowaooaommnmnmommnﬁammmnmnwommonwmommomu 1200 Db 265 nomﬁomammmmnoonooomommwommomnnamomﬁnmmomnmmmnnmnmnoomnmnmomo 324

Qy 1201 cagcagcagcaccagcacttacttcagaaaca 1232 Qy 181 gactcggacct mmﬁmmoooomnonmwoomnwmnmnmnmmmOOﬁmm@monQOﬁmmmommo 240
I RARRARARRRRARRNNT] (RERN] (RARRRRERR (NERRRN| VOVUTETR RS R ersrenn iy i

Db 1201 cagcagcagcaccagcacttacttcagaaaca 1232 Db 325 mmoﬁommmoommmmﬁmwnnoomnmnaonomnm@nmownmmwooao@moonnnnmmmomoo 384

Qy 241 mﬁammoommommmﬁnomowmoQQOﬁonnnmnoomoommanoonmnmmomomomoomn@nm 300

RESULT 7 [ARRRRANN [ARRERE] FIREVETEEE T i e e e et enel

AAZ25771 Db 385 mnommoowmomomﬁnommmmowonﬁonnomﬁonmoommnonnnmwmwnmommmoomocoa 444

Ip AAZ25771 standard; cDNA; 2270 BP.

XX Qy 301 omommomQQOﬁomonmomoonﬁomononmnmomommnoomQOﬁnomoonnommnmonnﬁo 360

AC AAZ25771; thini NS RRRR R R RR A R R R R RN ERRAR AR ANAE]

XX Db 445 nmamwommomﬂomnmmomooonnmnnonmnmomnmmnnommonnnmoonnoomﬁQOHOﬁo 504

DT 07-JAN-2000 (first entry)

XX . Qy 361 ﬁnnonmnomnoomoomnoonnnnowmomncmmonmooom@ooonoomommﬁnncmmooﬁm 420

DE  Human p51 encoding cDNA B. [ARRRR PELCVECELEIEEN e v ey AEERERRRRRARARARY

XX Db 505 ﬁnﬁonwﬁomooomoomﬁoconﬁonmwomooomnnmooammooononmnmoﬁnﬁnamnmnm 564

KW Human; p51; p53 related gene; cell proliferation; regulation; cancer;

Kw tumour suppression; diagnosis; ss. Qy 421 noonnnowmnmuﬁommmomnoonnmmmnnmmoomOOﬁummnmnmnﬁﬂﬂmﬂmmwwonmmmm 480

XX CLLLELLOT TR TE R e b o o L1t ed

0s Homo sapiens. Db 565 ﬁoonnoowmowoﬁoamaomooaoommmﬁommoomoonmmmomannQOWOHanOﬁommm 624

XX .

FH Key Location/Qualifiers Qy 481 mmwnnoﬁmOﬁonowmmnnmommmmmomﬁannoomnnommmﬂommmmﬁmwnmmonnanOﬁ 540

FT CDS 145..2070 [RERRRE] [REERRN] FELEEERVT e e bt ey

FT /*tag= a Db 625 aaactctactgccaaa dnommmwmnmnmnooomﬁoomomﬁnmmoaﬁmmﬂmmonnowooﬁ 684

XX

PN  WO9950412-A1. Qy 541 nonommmmwmonmﬁnmﬁooononnmﬁmonﬁonOﬁmommmmmeOﬂmmmomomnomoammo 600

XX ' NN RR RN AR Y PLVEYEUCEEN e e reiann i

PD 07-0CT-1999. Db 685 00ﬁommmmmmonoﬁﬁmﬁnoonaonanOOﬁoﬁOﬁmnmmmmmmoonnmaomnmnomoommo 744

XX

PF 24 -MAR-1999; 99WO-JP01512. ’ Qy 601 mnmamowmooomnooooommoomﬁomnowomoooonmmmnnommnmmmmmmommmﬂnmoo 660

XX PELELLULELET R i RN AR R RN AR Y

PR 27-MAR-1998; 98JP-0100467. Db 745 on@anmmmooomﬁQOOQOmmnomnommnnowmononmmmﬁnnwwommwmmmomwmﬁﬁmon 804

XX

PA (SAKA ) OTSUKA PHARM CO LTD. Qy 661 ocnonnmaﬁomﬂnﬂmmﬂﬁnmmmﬁmmmmmmommammnomnmnnomaﬁmdmnmmwmmmnooo 720

PA (IKAW/) IKAWA Y. (AERNRRRRNR| (RERRNRAN] VELELEERER O e i i nerertrean

XX : Db 805 nonnonmaﬁownnnamnﬁommmnmmmaomommnwmonmnmooommﬁmnoﬁmmmmmmnooo 864
PI Ikawa Y, Ikawa S, Obinata M;

XX Qy 721 mﬁomomoammmwommmcﬁmnmonomﬁmoonnmﬁomooomoooommonnonnmonmmmnno 780
DR WPI; 1999-591318/50. [RERARRARIRRRNNEANAE EARERRRARNRANARY [EERRNARRREREE]

DR P-PSDB; AAY45247. Db 865 mnowommmmmuwom@moﬁoﬁmoﬁ@@ﬁmnonnmnomonomooonmamnnmmomonmmmnﬂn 924
XX .

PT New p53 related human gene P51, useful for diagnosis, investigation and Qy 781 mowwomoﬁnﬁwmﬁmommnnﬁnmwmnmnmwnmmowmnﬂmﬁmnnmmmammwnmmwnnmnnmn 840
PT treatment of cancers and screening for potential cell proliferation IRARERRRE] IARRERR] (RERRRREARRRRRRERNY PRELELEL I et

PT agents - Db 925 woamowmﬂOﬁnmnmnmmnﬁnomﬁoﬁmnmmnmmnmmnﬂmnaﬁﬂmmwmmmmﬁ@mwonuonmn 984
XX

PS Example 1; Page 154-156; 163pp; Japanese. Qy 841 nommnnnﬁmmﬁnmﬁﬁmﬁnmnnOﬁmmwwmonmmmmmnommomm@ﬁnonomonommnoonoo 900
XX [RARERN] [EENARN] PIREVERELER b e vt i

cc The present sequence represents a human p51 gene, which is related to Db 985 nomwnnnﬁmmmcmﬁﬁmﬂnmnﬁnﬂcmmmmnow@momﬁoomommmﬁoonaoonoomooonoo 1044
cc P53 and has cell proliferation regulation and tumour suppression

cc activity. The p51 gene can be used in the investigation, diagnosis and Qy 901 ﬁnﬂwwmmoooonmﬁnﬁonoonnaoonmoummomowomommmomooomnommmmnmmomno 960

cc treatment of diseases such as cancer, with which the p53 family cell NRRRENRRREREREAR
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Db 1045 tttgaggcccggatctgtgettgcccaggaagagacaggaaggcggatgaagatagcate 1104

Qy 961 agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagegeccegtttegt 1020
NN RN RN RN RN RN A RN AR AR A RRRARRARNARY

Db 1105 agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgecegtttegt 1164

Qy 1021 cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa 1080
1 FEVRRRLEEVEC R RV e e e r ettt e ettt

Db 1165 cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa 1224

Qy 1081 ctgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagag 1140
HH [AERERRRRERN (RN NN RN AR A RN RN AR ARRR AN

Db 1225 ctgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagag 1284

Qy 1141 tccctggaactcatgcagtaccttcctcagcacacaattgaaacgtacaggcaacagcaa 1200
1 [ERN RN N AR NN R RN RN RN R RN NA A [ARERANRRRRRER

Db 1285 tccctggaactcatgcagtaccttcctcagcacacaattgaaacgtacaggcaacagcaa 1344

Qy 1201 cagcagcagcaccagcacttacttcagaaaca 1232
TEERERETRE e [ARARRARREN]

Db 1345 cagcagcagcaccagcacttacttcagaaaca 1376

RESULT 8

AAC66028°

ID AAC66028 standard; cDNA; 2270 BP.

XX .

AC AAC66028;

XX

DT 21-FEB-2001 (first entry)

XX

DE Human lung cancer-associated cDNA p63 isoform 2.

XX

Kw Lung cancer; therapy; treatment; human; tumor; immunogenic; cytostatic;

KW vaccine; detection; ss.

XX

0s Homo sapiens.

XX

PN W0200061612-A2.

XX

PD 19-0CT-2000.

XX

PF 03-APR-2000; 2000WO-US08896.

XX

PR 02-APR-1999; 99US-0285479.

PR 17-DEC-1999; 99US-0466396.

PR 30-DEC-1999; 99US-0476496.

PR 10-JAN-2000; 2000US-0480884.

PR 22-FEB-2000; 2000US-0510376.

XX

PA (CORI-) CORIXA CORP.

XX

PI Wang T, Fan L;

XX

DR WPI; 2000-628399/60.

DR P-PSDB; AAB11358.

XX

PT Isolated polypeptide comprising an immunogenic portion of a lung tumor

PT protein is used for detecting and monitoring progression of lung cancer

PT in a patient -

XX

PS Claim 25a; Page 237-238; 261pp; English.

XX

cc This invention describes a novel isolated polypeptide (I) which

cC comprising an immunogenic portion of a lung tumor protein or variant (P2)

cc which have cytostatic activity. The polypeptides and polynucleotides are

cc used in compositions and vaccines to inhibit the development of cancer,

cc especially lung cancer, in a patient. Methods described in the invention

cc can be used to monitor the progression of a cancer by carrying out the

cc detection at subsequent time points and comparing the results from the

cc different time points. CD4+ and/or CD8+ T-Cells isolated from a patient

cc are treated with P2, polynucleotides encoding P2 or antigen presenting

cc cells expressing P2 and then administered to the patient to inhibit

cc
XX
SQ

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

Page 9
development of cancer.
Sequence 2270 BP; 595 A; 676 C; 501 G; 498 T; 0 other;
Query Match 91.7%; Score 1232; DB 21; Length 2270;
Best Local Similarity 100.0%; Pred. No. 0;
Matches 1232; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;
1 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttccagcatatetgg 60
N [ARARERN (ARARA ] (ARERERN] TELETLTT [t
145 atgtcccagagcacacagacaaatgaattcctcagtccagaggtttteccagecatatctgg 204
61 QmnﬁﬁnOﬁm@mmanOOﬁmﬁmﬂoﬂﬁnmoﬁﬁomoonomnﬁownﬁnowmnnﬁnmﬁmmwﬁmmw 120
1l Vel PEETETETr et e ey b e bt r e
205 gattttctggaacagcctatatgttcagttcagcccattgacttgaactttgtggatgaa 264
121 ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcag 180
FEEERETEEELEr TEEPEETE et et et rererererennt
265 oowﬁomommmmﬁamﬂuanommwommamﬁﬁmmcmﬁﬁmmoanQNOﬁ@ﬁmnnnaomnmomm 324
181 gactcggacctgagtgaccccatgtggccacagtacacgaacctggggctcctgaacage 240
PEVEELECREr et e rt bbb e e ettt
325 gactcggacctgagtgaccccatgtggccacagtacacgaacctggggctectgaacage 384
241 atggaccagcagattcagaacggctcctcegtccaccagtecctataacacagaccacgeg 300
Il IARRREREN [ARRREREE) [ARRRERAR (RN Pt
385 atggaccagcagattcagaacggctcectegtecaccagtececctataacacagaccacgeg 444
301 cagaacagcgtcacggcgcecctegecctacgcacageccagetecaccttegatgetete 360
TREVERETE LRt ettt e bt e rerererent Tererent Mt
445 cagaacagcgtcacggcgccctegecctacgcacageccagetecaccttegatgetecte 504
361 tctccatcacccgccateccectecaacaccgactacccaggeccgcacagtttegacgtg 420
PECREIRET LR ettt e e e e e e ey b eyl (BN
505 tctccatcacccgceccatcccctcecaacaccgactacccaggeccgcacagtttegacgtg 564
421 tccttccagcagtcgagcaccgccaagtcggccacctggacgtatteccactgaactgaag 480
) [EERERRRE RN RN R AR RN FLEREREry el (NN
565 tccttccagcagtegagecaccgccaagteggecacctggacgtattccactgaactgaag 624
481 aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacct 540
AR AN RN AR AR A RN RN AR RN NN RRARY|
625 aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacct 684
541 cctcagggagctgttatecgcgecatgectgtctacaaaaaagetgagcacgtcacggag 600
PORERERE RO e e e e bt e e b e e r e b e e e e gl
685 cctcagggagctgttatccgcgecatgectgtctacaaaaaagetgagcacgtcacggag 744
601 gtggtgaagcggtgccccaaccatgagctgageccgtgaattcaacgagggacagattgee 660
Il (RN AR AR AR R NA Y] TEERERERER IR bbb renel
745 gtggtgaagcggtgccccaaccatgagctgagecgtgaattcaacgagggacagattgee 804
661 cctcctagtcatttgattcgagtagaggggaacageccatgceccagtatgtagaagatece 720
(ARARAN [ERERRRE] 1l
805 cctcctagtcatttgattcgagtagaggggaacagccatgeccagtatgtagaagatcce 864
721 atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaatte 780
(NER AR AR AR TELCLETEEY YT E et e re e b et be ey
865 atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaatte 924
781 acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgcegt 840
(NERRARARERE NN FEECTETETETE i b bbbt e rerenen
925 acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgeegt 984
841 ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgetge 900
[ERR RN R RN RN R RN RN RN A R A AR A RN R R R R SRR NN RN RN RN
985 ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggeccgacgetge 1044
901 tttgaggcccggatctgtgecttgcccaggaagagacaggaaggcggatgaagatagcate 960
PRLELER e rerrertre ettty e e e et et
1045 tttgaggcccggatctgtgettgeoccaggaagagacaggaaggcggatgaagatagcate 1104

us-09-670-568b-2_copy_145_1488.rng
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Qy 961 mmmmmmommommoﬁnﬁommmommnmommm@wmomowmmnownmommmmomnnnmnﬂﬁnmn 1020

SERARARRRRER FELEEIeIe g SRR ANY i Query Match 91.7%; Score 1232; DB 21; Length 4846;
Db 1105 wwmwmmnwmommmnﬂnOmomowanmomwmmmmommnwmnmmnwnammnonooomnnnomﬂ 1164 Best Local Similarity 100.0%; Pred. No. 0;
Matches 1232; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;
Qy 1021 nmmmmnmnmomﬁmmnmnnommmnwmomnaomﬁommmmwmommmwmnoooommmnwmﬁmmm 1080
PELVLRELE e EARARNRRERTENY AREEREEY INARN Qy 1 mﬁmnnoommmmnwnmomomommmnmmmnnoonomonoomomoonnnnnommomﬁmnOﬁmm 60

Db 1165 nmommnmnmowﬁmmnmﬁnnmmmnomomnoomnommmwmmnammmwﬁnonnmmmnmmﬁomm 1224 FEETEIEI ) [EERRANY] ____________________________
Db 145 mﬁmwcoommwmomomomomommmﬂmmmnnoonnmonoommmmnﬁnnnoommomﬁmﬁOﬁoo 204
Qy 1081 nnmnﬂmnmnﬁnmonmnﬁmmcmomon@nommmnnnmn@wmmﬁoononwmmmmwﬁnmmmwmm 1140
NNt PRI T SEERERRRRRR NN RN Qy 61 mmnnnnoﬁmmmmommnonmwmwmﬁﬁommnnommoonmwnmmOﬂnommonﬁnonoamﬁmmm 120

bb 1225 nnmwnmnmnnnmnomenomomomnnmnmwmmnnﬂmﬂummmﬁmnﬁunnmmmmmnnmmmmmm 1284 Pt EARARAEARNRNEEY [ARARRN] SRR R RN RN RN
Db 205 mmﬂwnnnﬁmammowmocﬁmﬁwnmnﬁnmmﬁnamonoomﬁnwmonnawmnﬁnnmnmmmﬁmwm 264

Qy 1141 nnooﬁmmmmonomnmommﬁmoonnnonommamomowmﬂnmwwmomﬁwomoaommnmmomm 1200
ARARRRRRETEEY [RRERERE] ISR RRENARRRNANEY [RERRAN Qy 121 0nmnommmmomﬁmmﬁooomommmowmmmnnmmmmﬁﬁmmamnammnnonmnooonmhmomm 180

Db 1285 nooonmmmmnnnmﬁonmmnmnnﬂnoodomanmamommﬂﬁommmnowmommmommommnmm 1344 I RARARARARY (ERRARNN] SEIRERERRRARERRERY] [RRERARRRE

Db 265 nomnommmmomﬂwaﬁmoomommmomwmmnﬁmmawﬁvmmomﬁmomnnanwnooaomnmnmw 324

Qy 1201 omnomonmoomnommnmnnwmnnﬁnmommmnm 1232
[EEERER RN ARRRY SRR NN Qy 181 anﬁnmamoonmmanmmnonnmnmmmooomommanmomwmonnoommOﬁnoﬁmmmomon 240

Db 1345 cagcagcagcaccagcacttacttcagaaaca 1376 PELLEETE SRR AN NN AR AR (RRN

Db 325 mmoﬁom@mnnmmmmﬂamnoonmnmﬁamnomnmmnmnmommmoanQQQOﬁOOﬁcmWOmmn 384

RESULT 9 Qy 241 mﬁnmmonmonmmmnwommwmnmoonnnnn@nonmnomanononmnmmomowmmonmnonm 300
AAZ43913 [SNRRNARANE] ARARERE] NN RRARETANET] SARANARRRRRNRARD]

1D AAZ43913 standard; CDNA; 4846 Bp. Db 385 mﬁmmmonmoommmnﬁommmmomonﬁnnﬂnaﬂnnmnommnonnnmﬁmmOmomwmonmoooo 444
XX

"AC AAZ43913; Qy 301 omwmmommomﬁnmooooooonﬁomnnoﬁmomomommonnmmononmoonﬁoamnmnnnno 360
XX [ARRRNARE| SRR RAR AR SRR [RARREAND

DT 14-MAR-2000 (first entry) Db 445 nmwmmommoannwnmanDQOﬁnoooonmoanmnwmnoomo0ﬁonmoannomwﬁmononn 504
XX

DE Human KET CDNA. Qy 361 ﬂnnonmnomnonooomﬁooonﬁonmmomoommnnmonowomnnowomnmmﬁﬁnomwomﬁo 420
XX PELERR I SRR RN i [NIRRRREANE

Kw KET; anticancer; cell cycle; apoptosis; tumor suppressor; p53 family; Db 505 nonnnwﬁounonoonmﬁoooonoommomooomonmonnmmmonomomomonﬂnnamoonw 564
KW p53 family; angiogenic; cytotoxic; cancer; human; ss,

XX Qy 421 noonnoomonwmwoowmomoomoommcﬁnmmoomoonmmwounmnnnomonmmwonmmmm 480
os Homo sapiens. AN ANARE ASERARRRRNRERNENY i AR

XX Db 565 ﬁoownoomonmmnoom@omQOQQQWmonocaonmooﬁammomnmmﬁoomnnommnﬂommu 624
PN W09961610-a2.

XX " Qy 481 mmmoﬁOﬁmowonommmﬁnoommmcmownmoonnmnonmwmnom ggtgatgaccccacct 540
PD 02-DEC-1999. RERRRRRANAY ENARARRRRRETINNRY [ARNRY] ERRRRRANARERY

XX Db 625 mmmonoﬂmOﬂooommmnnmommmomomnaooonmnnommmwowmQcnmmnmmnonnmonn 684
PF 25-MAY-1999; 99WO-DE01557 .

XX ’ Qy 541 ooﬁnmnommmonowﬁmnoonnmoomnmnnﬁmﬂonmommmmummnnmmoomoanomommmm 600
PR 25-MAY-1998; 98DE-1022985. IRNERRERAN RN ERRRRAREETR RERRERRRRARRNEAY] JARERRRE]

XX Db 685 nonommuomonnmnﬁmnooonmonmﬂunoﬁ@nonmommmmmmmoﬂwmmomomﬁomommnm 744
PA (FRAU ) FRAUNHOFER GES FOERDERUNG ANGEWANDTEN.,

XX Qy 601 mnmmnmmmmnmmnmonnnmmoomﬁmmmowmwuonwnommﬁﬁommn@mauamomomnnann 660
PI Paul D, Augustin M, Schmale H, Bamberger c; IEERRRRRRRRER RN ASARRARRRRRRATET [NARARRRR LEbrern

XX Db 745 mﬁwmﬁwmmuoanﬁmoooomwnnmﬁmmoonmmmnncnmmmﬁnommoummoamnmwmnﬂano 804
DR  WPI; 2000-062710/05.

DR P-PSDB; AAY50997, Qy 661 ooﬁonﬁmmncmnanWﬁnomm@ﬁmmwm@ammmnmoonmnonnnmmﬁannmmmmmmﬁoon 720
XX ENNREARRRRRAEAY [ARERERN] ___________________________ |

PT New KET-encoding nucleic acid and related proteins, for diagnosis and Db 805 nonoonwmnnmnﬁnomnﬁommmnmomommmmwomwoomnmonommnnﬁmﬁmommmmnono 864
PT treatment of tumors -

XX Qy 721 mnomnmmommmmnmommwmnmnﬂmmanOﬁnmﬁamQOOmooonmomnﬁowowoﬁammﬁnn 780
PS Claim 3; Page 23-26; 28pp; German. ' (RN FETTR R g AN EARERENRAET ARRRARREERY

XX - Db 865 mﬁomnmmmmwmmnmmwmnmnmnﬁmmnmooﬁnmﬁmmmoomnooommonnmwowoﬁmmwnno 924
cc This invention describes a novel KET-encoding nucleic acid (I) and its

cc fragments, variants and mutants which has anticancer activity. (1) Qy 781 mommnmwﬁonnmnmommﬁndnmnmnonmmnmmomonnmnmﬁnmmmcommnnmmonoooan 840
cc encodes a protein, (II), involved in control of the cell cycle and [RERRRRERRRE SRS RNARARENY PEEIRLEEO BT Tt

cc apoptosis, i.e. (II) is a tumor suppressor protein which belongs to the Db 925 wnmmomQﬂOﬁnnnmnmmnnnnmnmﬁonmmomunmanﬁmﬁawnoomoommﬁowmonooomn 984
cc P53 family. (I), and the polypeptide (II) encoded by it, are used (a) to

cc detect (I) in biological samples, specifically angiogenic tumor tissue, Qy 841 ocmmnnﬁnmwnnmﬁnmnﬂmonnﬁmmmmwoomomQWﬁomwommmﬁoonmoooommooonoo 900
cc including (1) sequences that have a homozygotic deletion and (b) to [RERAEY] __________________ ARRRERRRANARE it

cc detect presence or absence of human chromosome 3927 or murine chromosome Db 985 oommnnwnmmﬁnmﬁﬁoﬁﬂmomonmmmmmonmmmmmﬁmmwommmﬁOOﬁmamnnmmnmnnmo 1044
cc 16, or their fragments, by hybridization. Also, (I) is used as a tumor

cC suppressor, particularly in tumors where an alteration in the wild-type Qy 901 ﬁmnmmomoooommﬁnnmﬁwonﬁmnoommmwmomomnmommmmooommnmmmmmﬁmmnmno 960
cc p33 allele has not been identified. (I) and (IT) may also be used for R EIRERRARARRERENAE PIEELVETT iy FERRECR Tttty

cc development of specific cytotoxic agents and for predicting the risk of Db 1045 wnﬁammmnonomwﬁoﬁmﬁoonnmoonwmmmmmmmmnmmommmoommmnammomﬁmoomno 1104
CcC developing cancer. This sequence represents the human KET eDNa sequence

cC described in the method of the invention. Qy 961 mmmmwmommommmmnnoommnmmnmommmmmmomOﬁomnooﬁmommmmnooonmnnnnmn 1020
xx SERRRRARRRRRAEN RN EERRRRRRRRRERRNANNY

sQ Sequence 4846 Bp; 1372 A; 1077 C; 990 G; 1406 T; 1 other; Db 1105 mmmmmmnmmomm@nnﬁnm@mnmcﬁwommmmmmnmmﬁmmnomnmnmmmmomnoomnnﬁomn 1164
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Qy 1021 cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa 1080
i [RERRRRRENR R RN RN [HERRRRARE ARARARARRRARAR!

Db 1165 cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa 1224

Qy 1081 ctgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagag 1140
(BERRRARRRRRRNN e FEEEEEELEL (BERRARNARRRRAN

Db 1225 ctgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagag 1284

Qy 1141 tccctggaactcatgcagtaccttcctcagcacacaattgaaacgtacaggcaacagcaa 1200
ARARRRARRRRERY [ARRERRENAR] TEEEELELED [ERRRARARANARAR

Db 1285 tccctggaactcatgcagtaccttcctcagcacacaattgaaacgtacaggcaacagcaa 1344

Qy 1201 cagcagcagcaccagcacttacttcagaaaca 1232
(NN AR R RN AR A R AR RN NR RN

Db 1345 cagcagcagcaccagcacttacttcagaaaca 1376

RESULT 10

AAC66031

ID AAC66031 standard; cDNA; 4849 BP.

XX

AC AAC66031;

XX

DT 21-FEB-2001 (first entry)

XX

DE Human lung cancer-associated cDNA p63 isoform 5.

XX

KW Lung cancer; therapy: treatment; human; tumor; immunogenic; cytostatic;

KW vaccine; detection; ss.

XX

0s Homo sapiens.

XX

PN  W0200061612-A2.

XX

PD 19-0CT-2000.

XX

PF 03~-APR-2000; 2000WO-US08896.

XX

PR 02-APR-1999; 99US-0285479.

PR 17-DEC-1999; 99US-0466396.

PR 30-DEC-1999; 99US-0476496.

PR 10-JAN-2000; 2000US-0480884.

PR 22-FEB-2000; 2000US-0510376.

XX

PA (CORI-) CORIXA CORP.

XX

PI Wang T, Fan L;

XX

DR  WPI; 2000-628399/60.

DR P-PSDB; AAB11361.

XX

PT Isolated polypeptide comprising an immunogenic portion of a lung tumor

PT protein is used for detecting and monitoring progression of lung cancer

PT in a patient -

XX

Ps Claim 25a; Page 240-242; 261pp; English.

XX .

cc This invention describes a novel isolated polypeptide (I) which

cC comprising an immunogenic portion of a lung tumor protein or variant (P2)

cC which have cytostatic activity. The polypeptides and polynucleotides are

cc used in compositions and vaccines to inhibit the development of cancer,

cc especially lung cancer, in a patient. Methods described in the invention

cc can be used to monitor the progression of a cancer by carrying out the

(o] detection at subsequent time points and comparing the results from the

cc different time points. CD4+ and/or CDB+ T-Cells isolated from a patient

cc are treated with P2, polynucleotides encoding P2 or antigen presenting

cC cells expressing P2 and then administered to the patient to inhibit

cc development of cancer.

XX

sQ Sequence 4849 BP; 1377 A; 1076 C; 988 G; 1407 T; 1 other;

Query Match

91.7%; Score 1232; DB 21; Length 4849;

us-09-670~-568b-2_copy_145_1488.rng

60
204
120
264
180
324
240
384
300
444
360
504
420
564
480
624
540
684
600
744
660
804
720
864
780
924
840
984
900
1044
960
1104
1020
1164
1080

Best Local Similarity 100.0%; Pred. No. O;
Matches 1232; Conservative 0; Mismatches 0; 1Indels 0; Gaps
Qy 1 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttccagcatatcetgg
FETETEEA Tt e e e e e e e e e (RN ARRRARARARRAR]
Db 145 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttccagcatatetgg
Qy 61 gattttctggaacagcctatatgttcagttcageccattgacttgaactttgtggatgaa
I (ERRRRAN! (ARRRRRAR] (NRRRRRE AR AR RARARARARARAY
Db 205 gattttctggaacagcctatatgttcagttcageccattgacttgaactttgtggatgaa
Qy 121 ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcag
I NRRRNNN ARRRRRNN] (NERARARI (ARRRRAN] [ARRN
Db 265 ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcag
Qy 181 gactcggacctgagtgaccccatgtggccacagtacacgaacctggggctcctgaacage
(AR AR R R RN RN RN RN AR R A RN R R RN RN RRARREARRRY
Db 325 gactcggacctgagtgaccccatgtggeccacagtacacgaacctggggctcctgaacage
Qy 241 atggaccagcagattcagaacggctcctegtccaccagtccctataacacagaccacgceg
PELEEEERER Tt e ey b etk e e b e e e ey b e e eyl
Db 385 atggaccagcagattcagaacggctcctecgtecaccagtecctataacacagaccacgeg
Qy 301 cagaacagcgtcacggcgccctegecctacgcacageccagceteccaccttegatgetete
(AR R RN NN A RN AR AR R R RRERERNRRREEY
Db 445 cagaacagcgtcacggcgccctegccctacgcacagceccagctecaccttegatgetete
Qy 361 tctccatcacccgecatccccteccaacaccgactacccaggeccgeacagtttcgacgtyg
(NEREREER AR RN FEEYTRTELR Rt n e e e en
Db 505 tctccatcacccgccatceccctccaacaccgactacccaggeccgcacagtttcgacgtg
Qy 421 tccttccagcagtcgagcaccgccaagtcggccacctggacgtattccactgaactgaag
ARERARARRRERER! [ERRRR R RN AR AR RN RN AR RN RN RN N RN NN
Db 565 tccttccagcagtcgagcaccgccaagteggecacctggacgtatteccactgaactgaag
Qy 481 aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacct
11 [NANRRENE] (ARERARE AR RN RN AR AR RARARREY
Db 625 aaactctactgccaaattgcaaagacatgccccatecagatcaaggtgatgaccccacct
Qy 541 cctcagggagctgttatccgegecatgectgtctacaaaaaagetgagcacgtcacggag
I [RRARAER! ARARARY] RN ARERARN
Db 685 cctcagggagctgttatcegcgecatgectgtctacaaaaaagctgagcacgtcacggag
Qy 601 gtggtgaagcggtgccccaaccatgagctgagecgtgaattcaacgagggacagattgee
PEVEVEPERETREE e el [ERRRA RN AR AR RN NNNNY
Db 745 gtggtgaagcggtgccccaaccatgagctgagccgtgaattcaacgagggacagattgee
Qy 661 cctcctagtcatttgattcgagtagaggggaacagcecatgcccagtatgtagaagatece
PLREErererersrrerenintringl FECVEEERE e re e e et
Db 805 cctcctagtcatttgattcgagtagaggggaacagecatgcccagtatgtagaagatece
Qy 721 atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaatte
RN ARANRREREN [RERRRRREE] TECEEREE Y e rent
Db 865 atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattc
Qy 781 acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgcegt
(ARRRERARARARAN AR RN RN RN RS R RN RN AR NN
Db 925 acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgccegt
Qy 841 ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggecgacgctgce
I (RARRRAN! [ARARRERER ARRNARAN] INERRE AR ERRARE
Db 985 ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgetge
Qy 901 tttgaggcccggatctgtgettgecccaggaagagacaggaaggcggatgaagatagceate
I CPEERTPEA T EETE R R [ARRRRRARANARARE
Db 1045 tttgaggcccggatctgtgettgeccaggaagagacaggaaggcggatgaagatageate
Qy 961 agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgcccgtttegt
H FEEEEEErerrrrereirtnt (ERERARARN] (NERRERAR RN RN
Db 1105 agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgeccegtttegt
Qy 1021 cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa

RERRNANY] PERLRLEREEE e e e bbb e e e i bered

Page 11

0;
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Db 1165 nmmmmnmomomnomnmﬁoommmﬁmmnmnonmnomm@mwmnommmmﬁonoomamnomnomw 1224 CcC P63 may also be implicated in haematopoiesis, muscle wasting (e.g.
cc cachexia) and neuronal differentiation and related degenerative

Qy 1081 nﬁmnnwﬂmonnmoomnnamaamuononommmonﬁmnmmmanOﬁoﬁanmomﬁommmamm 1140 cc disorders. pé63 polypeptides (see AAY05953-64), polynucleotides (see

PEEVTR e e [RERRERT IRRRRNEN] INARRRRRRERAN CC  AAX58572-83) and anti-p63 antibodies of the invention can be used to
Db 1225 OﬁmnﬁmﬁwnnnmoommnmmmamoncmﬁammwnﬁHWﬁowmmﬁaonmﬁﬁmmmmmnommmmmm 1284 cec identify compounds useful for treating disorders involving such

cc Processes, in detection and diagnosis, and in the production of
Qy 1141 ﬁonOﬂmmmmonnmﬁmomanmnonﬂnnnnmmomomommﬁn@mmmomnmnmomommnmmomm 1200 cc transgenic animals.
INAAARRARARRARAEEDN [RERRRNR! R NN RN AR RN AR XX .

Db 1285 nOOOﬁmommoﬁomnmomanwoonﬁnnnommnwnmnmmnn@mmmoanmnmmmommommomm 1344 sQ Sequence 1182 BP; 330 A; 342 C; 276 G; 234 T; 0 other; -
Qy 1201 cagcagcagcaccagcacttacttcagaaaca 1232

[N ARRRRARARN AN IRY] RERRERARE . Query Match 84.9%; score 1140.6; DB 20; Length 1182;
Db 1345 nmaomonmmnmoommomOﬂﬁmnﬁnomammmom 1376 Best Local Similarity 98.4%; Pred. No. 0;

Matches 1152; Conservative 0; Mismatches 19; 1Indels 0; Gaps 0;

RESULT 11 Qy 174 omnoomammonnwmmoonmmmﬁomoonomnoﬁomoomommnmnmoammoonooooononn 233
AAX58576 1 [ N | | RN RN RN RN AN I
ID AAX58576 standard; cDNA; 1182 BP. Db 9 OOﬁ@mmmwmomwﬁmoonmumnnommﬁﬁnmmnmmmoomnmonmnmo@mmoono@omonnnn 68
XX
AC  AAX58576; Qy 234 ommomanmﬂocmoommomamnﬁnmQmmnmonﬁonnouﬁoomoomoﬁnoonmnmmomowam 293
XX RERRARANARRRNRARNY ENARNRRRRRRRRRARE] AR RRERRAR NS
DT 16-AUG-1999% (first entry) Db 69 mmmommomnmmmnnm@ommmnnommwmnm@o«nnnnonoomaomaﬂonoﬁmnmmomommm 128
XX
DE Human cell regulatory protein p63, isoform deltaNp63 beta, cDNA. Qy 294 oomomounmomwommomﬁnmommooooonom000ﬁmnaomom@ooomQOﬁOOmonnﬁoom 353
XX (RN R RN VLT ettt ARERERE]
KW Cell regulatory protein: P63; hu-deltaNp63 beta; human; Db 129 oomomomnmmmmomwomnomoo@omonomooononmoanwomonnomonnonwoownoam 188
KW cancer; tumour suppressor; cell cycle control; apoptosis;
KW  cell proliferation; cell differentiation; therapy; ss. Qy 354 ﬁmononoﬁoaoowﬁomnnooonmnnoooﬁonmmomooomonmnonmomonnmomnmmnnn 413
i . NI ERAR AR [NERRRRRN] RN R R R R R RN AR AR AN
0S ° Homo sapiens. Db 189 ﬁaoﬁnnoﬁonnnmﬁnmooouoomﬁoooonnommnwnnmuoﬁmooommmooooomnmonnn 248
XX
PN W09919357-A2. Qy 414 omwoanﬂQOﬁnnommomono@mmnmnomoommmﬁommnnmﬂonammnmﬁmﬁﬂoomcnmm 473
XX VLT ELELU ity [ARRERRRR! RS NERRAR RN ANAT]
PD 22-APR-1999. Db 249 ommomnmwonﬁnnomwnmmmoommomocooommonomonomnoﬁammomnmnnoomonmm 308
XX
PF 02-0CT-1998; 98WO-US21992. Qy 474 mowomm@mmmnﬁonmoﬁwoommmnnmnmmmmmomnmoonomnoomnmﬁommooﬁnmnamn 533
Xx AR RARRRRREN AN FEPTETL LRttty It
PR 29-MAY-1998; 98US-0087216. Db 309 mon@mmmmmmonOﬁmonmoommmﬁnmnmmmawnmﬁaonoomnoommmnnmwomnmmﬁmmo 368
PR 15-0CT-1997; 97US-0062076.
XX Qy 534 oonmooaoonou@mommoﬁonmmﬁoomoaoomnmoonononmommmmmwmnnommnmnmn 593
PA (HARD ) HARVARD COLLEGE. [RARRRERNRN (NRNARARNRRARRRANE] [RERENE! RARRRARANRY
XX Db 369 oonmoononﬁommmmmooﬂmnnmﬁonmoanomﬂmnoﬁonoﬁmommmmmmmoﬁamaomooﬂ 428
PI McKeon F, vYang A;
XX Qy 594 omommmmonoonmmmmnmmn@noonmmoownmmmnnmmunoanmmwnnnmmoom@mumom 653
DR WPI; 1999-277595,23, RN RN AE] ARRRRERER A RARANNE ANARERRRARARRY!
DR P-PSDB; AAY05957. Db 429 nmnmmmwmnmmﬁmmmooaononnoomeOmnmmocnmmmoomnwmmnﬁommommmmamnm 488
XX
PT New isolated p63 cell regulatory protein for, e.g. treatment of Qy 654 mmnnanooononﬁmmﬁnmnﬁnmmﬁnoommnmmmaomnwmomaonmnoooomonwnmﬁwmw 713
PT tumours Trrrrne BEERRARARARERRNRD EERRRRRRRRNRAARY [ARRER!
XX Db 489 mmﬁﬁonooonnonwmﬁowﬁnﬂmmnnomwoﬁmmmmmm@mwommoomﬁuoonmonwnonmam 548
PS Claim 1; Fig 13; 161pp; English.
XX Qy 714 m@mﬂnnomﬁomomaommmmommmonanoonmmﬁmonﬁnmwmm@oomoonommwﬁn@momo 773
CC  The present invention concerns the discovery of a new family of [RRARER] (RARAEARRRRRR RN (NARRRARERRRARENER ARARAN
cc cell regulatory proteins (CRPs) termed the p63 family of proteins, Db 549 mmmﬁnoomﬁomomQmmmmmomommﬁoﬁcoﬁwmﬁmoonﬁmnommoowonnnmmmnﬁaoomo 608
[ofo] which demonstrate certain sequence identity to known tumour
cc Suppressor proteins p53 and P73. It has been observed that the Qy 774 ﬁnmmﬂwomnamnmanonﬂmﬁmommﬁnnomnmﬁmﬁmmnmmomoﬁnonaﬁnaomoommnumm 833
CC  intron-exon organisation is conserved between p73 and p53, and from [ARRN) FELLELLEE L b e g PEEEETEN g
cc known exon and intron sizes for these 2 genes, it was possible to Db 609 nommdnomommomunonﬁmnmnmmnnﬁnmnunmnmmommommnnmnmﬁnmmmmwomnmmm 668
cc identify new members of this gene family using a PCR-based strategy
cc of amplifying 2 exons in a conserved domain and their intervening Qy 834 noonomﬁonmmnnﬁﬁmmﬁomﬁnoﬁﬂmonOﬁoommmonmam@mnocmomwmnnoﬁmmmnnm 893
cc intron. The human p53 gene was localised to chromosomal position (RERRAREREERRY] FELVEVLE et ARAREREY
cc 3927-29. At least 6 different isotypes exist. Splice variants Db 669 noonnonoommnﬁnﬁmmnnmnnmnanﬁoﬁammmmoomwm@wﬁoamnmwoﬁOOﬁnaonoo 728
cc differing at the C-terminus have been designated as alpha, beta and
cc gamma forms, while p63 members differing in the N-terminus are Qy 894 .acgctgctttgagg onmomnnﬁmnmomnonoomomumommmnmcnmwcaoommﬁommom 953
CC  designated as deltaN and Ta forms, where the deltaN form lacks the [ARRRRANARRR) PEVCLLTERIE VT e e e e i L
cc transactivation domain. The present sequence represents a cDNA Db 729 mnmonmonﬁnmmaoooommmﬁon@naonnmoonmoommmmmmomommmmmomwwﬂmmmwm 788
cc clone encoding human deltaNp63 beta. p63 was detected in a variety
cc of human and mouse tissue. It demonstrates remarkably divergent Qy 954 ﬁmmnmﬁnmommmmommowuonnﬂoamwcmonmowmmmmmomoﬁnmﬂmonmommwmomnnn 1013
CC  activities, such as the ability to transactivate ps3 reporter genes [RRRRRARNRAN] I NN N R RN R NN R RN Y]
cC and induce apoptosis. Cessation or aos:-nmo:HmnMOc of p63 expression Db 789 nmoomnowommmmommommmnﬁﬁommmnmmﬁmommmmmmommnmmmmnnmommmmomono 848
cC may play a critical role in the process of cervical squamous
cc differentiation, both benign and neoplastic. DeltaN isotopes of p63 Qy 1014 mﬁﬁﬁomwnmwmmomnwomﬁomwmnoowomnmmnmﬁoomnomwmmmmnmmmmmnnoonmam 1073
CC  act as dominant negatives towards transactivation by pS3 and p63. ’ RARANRRET IERRRRE ARNRED (RN RN AR
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Db 849 gtttcgtcagaacacacatggtatccagatgacatccatcaagaaacgaagatccccaga 908 XX
PS ., Claim 1; Fig 17; 16l1pp; English.
Qy 1074 tgatgaactgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagat 1133 XX
(RERRRRERERERRNE] (AR AR AR RN AR RN RNAR (NERRRRRAN 1 CC The present invention concerns the discovery of a new family of
Db 909 tgatgaactgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagat 968 cc cell regulatory proteins (CRPs) termed the p63 family of proteins,
cC which demonstrate certain sequence identity to known tumour
Qy 1134 caaagagtccctggaactcatgcagtaccttcectcagcacacaattgaaacgtacaggca 1193 cc suppressor proteins p53 and p73. Mouse p63 cDNA was isolated using
H SN RN RN RN R RN AR RN AR AR RN A RN RRARY] CC RACE. Sequencing of the amplification product indicated that the
Db 969 caaagagtccctggaactcatgcagtaccttectcagcacacaattgaaacgtacaggeca 1028 cc amplified cDNA possessed a truncated N-terminus, i.e. the
cc transactivation domain was absent. Additional splice variants were
Qy 1194 acagcaacagcagcagcaccagcacttacttcagaaacatctectttcagectgcttcag 1253 cc identified by screening a cDNA library with a probe corresponding
Al FELEREPEEYE et AERARRRRR N cc to exons 5-9 of p63. At least 6 different isotypes exist. Splice
Db 1029 acagcaacagcagcagcaccagcacttacttcagaaacatctectttcagectgettcag 1088 cC variants differing at the C-terminus are designated as alpha, beta
cc and gamma forms, while p63 members differing in the N-terminus are
Qy 1254 gaatgagcttgtggagccccggagagaaactccaaaacaatctgacgtettctttagaca 1313 cc designated as deltaN and TA forms, where the deltaN form lacks the
I [ERRRRERRAN] TRETELVTR RN e e et et | oo} transactivation domain. The present sequence represents a CDNA
Db 1089 gaatgagcttgtggagccccggagagaaactccaaaacaatctgacgtcettctttagaca 1148 cc clone encoding mouse TAp63 gamma. p63 was detected in a variety of
[oled human and mouse tissue. It demonstrates remarkably divergent
Qy 1314 ttccaagcccccaaaccgatcagtgtaccca 1344 cC activities, such as the ability to transactivate p53 reporter genes
TETELETTNEAELD INARRRRRNAR] CC and induce apoptosis. Cessation or down-regulation of p63 expression
Db 1149 ttccaagcccccaaaccgatcagtgtaccca 1179 cc may play a critical role in the process of cervical squamous
cc differentiation, both benign and neoplastic. DeltaN isotopes of p63
cc act as dominant negatives towards transactivation by p53 and p63.
RESULT 12 CC  p63 may also be implicated in haematopoiesis, muscle wasting (e.g.
AAX58580 cc cachexia) and neuronal differentiation and related degenerative
ID AAX58580 standard; cDNA; 1452 BP. CC disorders. p63 polypeptides (see AAY05953-64), polynucleotides (see
XX CC  AAX58572-83) and anti-p63 antibodies of the invention can be used to
AC  AAX58580; CC. identify compounds useful for treating disorders involving such
XX CC  processes, in detection and diagnosis, and in the production of
WM 16-AUG-1999 (first entry) cc transgenic animals. .
XX
mm Mouse cell regulatory protein p63, isoform muTAp63 gamma, CDNA. SQ Sequence 1452 BP; 394 A; 425 C; 341 G; 289 T; 3 other;
KW Cell regulatory protein; p63; muTAp63 gamma; TAp63 gamma; mouse;
KW cancer; tumour suppressor; cell cycle control; apoptosis; - Query Match 83.3%;. Score 1119.8; DB 20; Length 1452;
KW cell proliferation; cell differentiation; therapy; ss. Best Local Similarity 90.2%; Pred. No. 0;
XX . Matches 1212; Conservative 0; Mismatches 120; Indels 12; Gaps 1;
os Mus sp.
XX . Qy 1 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttecagcatatetgg 60
FH Key Location/Qualifiers PEEEY bErerere e e rr veenb by trererer el
MM misc_difference WWMH Db 118 atgtcgcagagcacccagacaagcgagttcctcageccagaggtcttecagcatatetgg 177
ag= a
FT /note= °this base represents a nucleotide missing Qy 61 gattttctggaacagcctatatgttcagttcagecccattgacttgaactttgtggatgaa 120
FT from the sequence given in the t ANNRAREN| POVE LREEE pnreeel e brrerena
FT specification. It is included to maintain Db 178 gattttctggaacagcctatatgctcagtacagcccatcgagttgaactttgtggatgaa 237
FT the nucleotide numbering given in the
FT specification for this sequence" Qy 121 ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcag 180
FT misc_difference 1255..1256 L rre e rrerrinin [ARERRERR!
FT /*tag= b Db 238 ccttccgaaaatggtgcaacaaacaagattgagattagcatggattgtatccgcatgcaa 297
FT /note= "these bases represent nucleotides missing
FT from ﬁdm sequence given in the Qy. 181 gactcggacctgagtgaccccatgtggccacagtacacgaacctggggctcctgaacage 240
FT specification. They are included to TRELE LR ettt e ey b e e e e ey e b et
FT maintain the nucleotide numbering given in Db 298 gactcagacctcagtgaccccatgtggccacagtacacgaacctggggctcctgaacage 357
FT the specification for this sequence”
XX Qy 241 atggaccagcagattcagaacggctcctegtccaccagtecctataacacagaccacgeg 300
mm WO9919357-A2. b 358 POEVES TR e e b e r e e et e et 417
DI atggaccagcagattcagaacggctcctegtccaccagececctacaacacagaccacgca
PD 22-APR-1999. 99 geas g 99 I g g 9
XX Qy 301 cagaacagcgtcacggcgcecctegecctacgcacageccagctecaccttegatgetete 360
mm 02-0CT-1998; 98WO-US21992. b 18 PVEEE T S et e e e et _____Mhﬁ__ﬁ__ _M_ 477
D] cagaatagcgtgacggcgccctegecctatgcacageccagctcecace atgcecctc
PR 29-MAY-1998; 98US-0087216. ' g gegtgacagcy 4 9 g g 95%s
PR 15-0CT-1997; 97US-0062076. Qy 361 tctccatcaccegccatccectccaacaccgactacccaggeccgcacagtttegacgtg 420
XX PELCTEEL 0 rreny et A0 trere trere cerer reeer el
Mw (HARD ) HARVARD COLLEGE. Db 478 tctccatcccctgecattcectccaacacagattacccgggcccacacagettegatgtg 537
PI McKeon F, Yang A; Qy 421 tccttccagcagtegagcaccgccaagtcggecacctggacgtattccactgaactgaag 480
XX PELCRCTERY ety terer reerrere rrervrenl FEEEEer preretn
DR  WPI; 1999-277595/23,. Db 538 tccttccagcagtcaagcactgccaagtcagccacctggacgtattccaccgaactgaag 597
DR P-PSDB; AAY05961.
XX Qy 481 aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacet 540
PT New isolated p63 cell regulatory protein for, e.g. treatment of 1l AR AR RR AR REARE] (RN
PT tumours Db 598 aagctgtactgccagattgcgaagacatgccccatccagatcaaggtgatgaccecacee 657
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Qy 541 onnommmmmmnwmﬁnmnonmomnnmnuQOﬁmnonmowmmmmmmommmmomOOﬁnmo@oma
PEALEEE Lo oy 1 NARREREDR PEOLEnieier i (AN

Db 658 nnmommmmomnnmnnmnooanmoomnmoononoﬂmommmwmeOﬂmmmnmnonomoommo

Qy 601 mnmmnmmmonmmnmonoommoomnommonnmmooanammﬁnommnmmmmawommmnnmoo
PLEEEE 0 v [RARRRRN LI Teriban [RRN]

Db 718 mﬁvmnummmnmmnmnonnmmoomﬁmmmonowmooonmmmnnommﬁcwoommomumnﬁmon

Qy 661 oowoonmmnomﬁwnomnnommoﬁmQmmmmmmmowmoomnmnonmmnmnmﬁmmmmmwnooa
LV T 1 PELLE VT (IS RRRRRERRANN]

Db 778 nnﬁnnnmmﬁnmnonmmﬁﬁonmonmommomowmomaonmﬁmoaommﬁmnunmmmmmmﬁonm

Qy 721 mnomommmmmmmommmmnmnmnnmmﬁmannnwnmm@onmQOOOWQQﬁncmanﬁmmmnﬁn
e FLEEr i PEVTEVLEEI ity ARARR]

Db 838 mnnmnaanmmacomomoomnmnﬂmwnooonnmnmumnnmnnmnaQmﬁﬁQQOUOﬁommﬁﬁo

Qy 781 mommnmmnOﬁﬁanwommnﬁnomnmnmnmmomanmmnnmnannammmmomnmmmoomooan
FETRLEEr 1 FLLEEIRLTEe T 1y g PEEIE EE 1 1711

Db 898 mommomonoonaﬁmnmmﬂnnnmnoﬁmﬂmmommommoﬂmomﬁocomammmnmmmnmomnmﬁ

Qy 841 oommﬁnnﬁmmnomnnonnmonowwmmmmnnmmmmwmmwonmmamonnmoooommnmonon
it FHLRELTE Teitrnnn RENRARRARARRAREEY [NAERNEN Y]

Db 958 nommnﬁﬁﬂmmnnwncanﬁmonOﬁmQmmmnomomwmﬁmmmnmmmnonﬁmmmoommnoanco

Qy 901 nnﬁommmonnmmmnOﬁmnaoﬁﬁmooommummmwomowmammmmnwmwﬂmmmwmﬁmmnmﬁn
| SERRERRERARRRNENNE PEVEILIEe aretng PUEEE ThEnt

Db 1018 nnnmmamnonmomnonanmnnnmooomm@mmomomooommmnnomomnommmmnwmnmno

Qy 961 mmmmmmomaommoﬂnnnwamnmQﬁmnmmmmmmomanmmﬁoaﬁmnamwmooooomnﬁﬁnon
PEVLLVIE e titren) PEERLEIE) 1t (AR

Db 1078 mmmummommnmwmﬂmﬁoaomomaoaowmmammnmmomwnm ............ ctttcegt

Qy 1021 nmammnmnmnmnmmnmnoommmnmmomnoomﬁommmmmmocwmamnooonmomﬁmmﬁomm
PEVVE LUELE 0T g PIVE LI [AREARAR 1

Db 1126 nmommﬂmomomnommmnoowamﬁmwnnnoomnommmmmmnmwmomﬂonnowmmﬁQWﬁmmm

Qy 1081 onmnnmﬂmnnﬁmnommnmmwonoooonammmnnnmnmmmmnmowwnnmmmwuwommmmmm
PLV L0 0 i PELEVELE e 4 11111 AEARR! [EERN

Db 1186 ononnunmnonmonmmﬁummmmmnomnmwmwomnm:omnmﬁmnnoonmwmmmnomwmmmm

Qy 1141 nonoﬂmmmmonomﬂmnmoanOﬁnoonomuomowommnﬁwwmmoonmommmommommomm
(AR AR [ARNRN LVt g PLELVIVTLED 1t

Db 1246 nnmnnmmwmnsnmﬂmommnmnonnonnnmmomnmommnncmmmomdmnmmmnmmommomm

Qy 1201 omaomaommomoommomnnnmoﬁnommmmwomﬂOﬁoonnnomQOOﬁoonnommmmmnamm
e [EERRARRE RN ENRARRARRRRRRTIRY [NERR RN

Db 1306 owanwmnmmnmoommomonnwnﬁﬁowmmmmomnnﬁnnnﬁwnmonoﬂmonnowoawmﬁomo

Qy 1261 onnmncmwanooooamowammmonoowmmmomwﬁanmmnmnnﬂnonnnmmmnmnnoommm
PEELIRR e ot PLLL L FLE 1) PELVELEE e

Db 1366 onnmﬁmmmaonoommmmmmmmonﬁnoomowommnonmmonﬁownnnnﬁmmwnmnnoommn

Qy 1321 cccccaaaccgatcagtgtaccca 1344
PIVLVLEEEE o T

Db 1426 cccccaaaccacteegtgtaccca 1449

RESULT 13

AAX58577

D AAX58577 standard; cDNA; 2043 BP.

XX

AC AAXS58577;

XX

DT 16-AUG-1999 (first entry)

XX

DE Human cell regulatory protein p63, isoform deltaNp63 gamma, cDNA.

XX

KW Cell regulatory protein; p63; hu-deltaNp63 gamma; human;

KW cancer; tumour suppressor; cell cycle control; apoptosis;

KW cell proliferation; cell differentiation; therapy; ss.

XX

os Homo sapiens.

600
717
660
777
720
837
780
897
840
957
900
1017
960
1077
1020
1125
1080
1185
1140
1245
1200
1305
1260
1365
1320
1425

:muowumuo|mmmvnmlcowwlwamlwpwm.Hbm

XX
PN
XX
PD
XX
PF
XX
PR
PR
XX
PA
XX
PI
XX
DR
DR
XX
PT
PT
XX
PS
XX
cc
cc
cC
CcC
cc
cc
cc
cc
cc
cc
cc
cC
cc
cc
cC
cc
cc
cC
cc
cc
cC
cc
cc
cc
cC
ccC
ele
cc
XX
SQ

Query Match

Page 14

W09919357-A2.

22-APR-1999.

02-0CT-1998; 98WO-US21992.
29-MAY-1998; 98US-0087216.
15-0CT-1997; 97US-0062076.

(HARD ) HARVARD COLLEGE.
McKeon F, Yang A;

WPI; 1999-277595/23.
P-PSDB; AAY(05958.

New isolated p63 cell regulatory protein for, e.g. treatment of
tumours

Claim 1; Fig 14; 161pp; English.

The present invention concerns the discovery of a new family of

cell regulatory proteins (CRPs) termed the p63 family of proteins,
which demonstrate certain sequence identity to known tumour
Suppressor proteins p53 and p73. It has been observed that the
intron-exon organisation is conserved between p73 and p53, and from
known exon and intron sizes for these 2 genes, it was possible to
identify new members of this gene family using a PCR-based strategy
of amplifying 2 exons in a conserved domain and their intervening

i The human p53 gene was localised to chromosomal position
3927-29. At least 6 different isotypes exist. Splice variants
differing .at the C-terminus have been designated as alpha, beta and
gamma forms, while p63 members differing in the N-terminus are
designated as deltaN and Ta forms, where the deltaN form lacks the
transactivation domain. The present sequence represents a cDNA
clone encoding human deltaNp63 gamma. p63 was detected in a variety
of human and mouse tissue. It demonstrates remarkably divergent
activities, such as the ability to transactivate P33 reporter genes
and induce apoptosis. Cessation or down-regulation of p63 expression
may play a critical role in the process of cervical squamous
differentiation, both benign and neoplastic. DeltaN isotopes of p63
act as dominant negatives towards transactivation by p53 and p63.
p63 may also be implicated in haematopoiesis, muscle wasting (e.gq.
cachexia) and neuronal differentiation and related degenerative
disorders. pé63 polypeptides (see AAY05953-64), polynucleotides (see
AAX58572-83) and anti-p63 antibodies of the invention can be used to
identify compounds useful for treating disorders involving such
pProcesses, in detection and diagnosis; and in the production of
transgenic animals.

Sequence 2043 BP; 536 A; 623 C; 471 G; 413 T; 0 other;

78.8%; Score 1059.2; DB 20; Length 2043;

Best Local similarity 91.2%; pred. No. 0;
Matches 1124; cConservative 0; Mismatches 108; Indels 0; Gaps 0;
Qy 1 wnmﬁooommmmomomomomnmmwnmmmnnoonommnonmmmmmnnnnnowonmﬁmﬁnﬁmo 60
PELEE b0enener ceteern 1y PELERVLE ittt (ARRARRERN]
Db 118 mn@ﬁomommwmomonom@mnmmooowmnnnﬁﬁomonnnmwmwmﬁnnnnomaownmnnnmw 177
Qy 61 mmnﬁnnOnmmmmommnonunmnoﬁﬁnmmnﬁowoooomnnmmonnmmmonnnmnmmmnumw 120
| PIVEVUIELEIEI et i Fereeeee i [ARANRARERRNR
Db 178 mmﬁnnﬂonmommanQOﬁmnmﬁmonannmommnnnmno@waﬁnommonnnaﬁommﬁmmm 237
Qy 121 oomﬂnmommmmnannooowommmommmmnﬁmmomﬁﬁmoomnmmmonmnmﬁnomnmnmomo 180
PE VL e PITERRRRLR LRIt 1y (A
Db 238 aownnnmmmnmnmonoommommmommmmnnomamnnmaomnmwmnnwﬁmnonmomnwomm 297
Qy 181 omonnnowoonmmmﬁmmoooownmnmoonmnwcﬁmomoammonﬁamnoonOOﬁommnman 240
AR RR AR RRANY] FEREVLELEO e (RRRN!
Db 298 amOﬁomawoonommnamoonnmnmﬁmmonmommﬁmomnmmmnnﬁQQQQOﬁoonommomao 357
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atggaccagcagattcagaacggctcctcgtecaccagtccctataacacagaccacgceg

1 PEVETAREVENEL Ny FRULREERE RO At rterennd
atggaccagcagattcagaacggctcctegtecaccageccctacaacacagaccacgca

cagaacagcgtcacggcgccetcgecctacgecacagecccagetecaccttegatgetete
| LR ELRTPTER e e HHErer (RN
cagaatagcgtgacggcgecctegecctatgcacagcecagetecacctttgatgeecte

tcteccatcacccgecatecccteccaacaccgactacccaggececcgcacagtttcgacgtg
PEEE LD FEERD BRebireener v et | PEVLE TEEEL T
tcteccatccectgecattecctccaacacagattaccegggeccacacagettegatgtyg

tccttecagcagtecgagcaccgecaagtcggecacctggacgtattcecactgaactgaag
PERRREDREIRTEE Arent Cverenelr breryryngl FEELEEE TErRinn
tcctteccagcagtcaagcactgecaagtcagecacctggacgtattccaccgaactgaag

aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacct

FEEE vereeeer reerd enen [RARERRARY (RARARRARRRRARNN
aagctgtactgccagattgcgaagacatgccecatccagatcaaggtgatgaccccacee

cctcagggagctgttatccgegecatgectgtctacaaaaaagetgagecacgtcacggag
PERTEED BEVTERr e bbbty o TEEEREE L 1l
ccacagggcgctgttatecgtgecatgectgtetacaagaaagetgagcatgtcaccgag

gtggtgaagcggtgccccaaccatgagctgageccgtgaattcaacgagggacagattgee
ORI A0 VEEE et e bbb ey by rhnn (RN
gttgtgaaacgatgccctaaccatgagctgagecgtgagttcaatgagggacagattgee

cctcctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatece
(R R RN RN A AR AR R RN R RN AR RN RN R N
cctcccagtcatctgattcgagtagaagggaacagccatgcccagtatgtagaagatect

atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaatte
| ULRERE TR breennnt FEORRELRENE brnrnninnt (A
atcacgggaaggcagagcgtgetggteccttatgagecaccacaggttggcactgaatte

acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgeegt

Ry vreerein ity FEOEL 0V 00 CPRry ey 4 1l
acaacagtcctgtacaatttcatgtgtaacagcagctgcgtcggaggaatgaacagacgt

ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgetge

PERECRVEVELOEY D bR b et b b ettty i
ccaattttaatcatcgttactctggaaaccagagatgggcaagtcctgggccgacggtge

tttgaggccceggatctgtgecttgeccaggaagagacaggaaggcggatgaagatagceate
AEARARRARR AR RRRARARARNY! PRRETRE L0 vt rerend
tttgaggcccggatectgtgcttgecccaggaagagaccggaaggcagatgaagacagceate

agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgecegtttegt
PERREVERLELNe enener PEOLEE BERTRE ey e it
agaaagcagcaagtatcggacagcgcaaagaacggcgatggtacgaagegececttteegt

cagaacacacatggtatccagatgacatccatcaagaaacgaagatcecccagatgatgaa

PERLE CEVED T TR ey TRt e At et rerenete
cagaatacacacggaatccagatgacttccatcaagaaacggagatccccagatgatgag

ctgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagag
et verererier ren (AR N NN RN AR RN
ctgctgtacctaccagtgagaggcegtgagacgtacgagatgttgctgaagatcaaagag

tcectggaactcatgeagtaccttectcagcacacaattgaaacgtacaggcaacagcaa

FEVRERD TRt tienn (ARRNEN] FEELREETEL 1
tcactggagctcatgcagtacctccctcagcacacgatcgaaacgtacaggcageageag

cagcagcagcaccagcacttacttcagaaaca 1232
LEEETEER e rrnd 11

cagcagcagcaccagcacctacttcagaaaca 1349

Qy 241
Db 358
Qy 301
Db 418
Qy 361
Db 478
Qy 421
Db 538
Qy 481
Db 598
Qy 541
Db 658
Qy 601
Db 718
Qy 661
Db 778
Qy 721
Db 838
Qy 781
Db 898
Qy 841
Db 958
Qy 901
Db 1018
Qy 961
Db 1078
Qy 1021
Db 1138
Qy 1081
Db 1198
Qy 1141
Db 1258
Qy 1201
Db 1318
RESULT 14
AAZ27674
1D

AA227674 standard; DNA; 2082 BP.

300
417
360
477
420
537
480
597
540
657
600
717
660
777
720
837
780
897
840
957
900
1017
960
1077
1020
1137
1080
1197
1140
1257
1200
1317

us-09-670-568b-2_copy_145_1488.rng

XX
AC
XX
DT
XX
DE
XX
KW
KW
KW
XX

XX
PN
XX
PD
XX
PF
XX
PR
XX
PA
XX
PI
XX
DR
DR
XX
PT
PT
XX
PS
XX
cc
cc
cc
cc
cC
cC
CcC
cC
cC
cc
cc
cc
cc
XX
SQ

Query Match
Best Local Similarity

Page 15

AAZ27674;

20-DEC-1999 (first entry)

Human p40 coding sequence.

Human; p40; p53 homologue; oncogene; diagnosis; proliferative disease;
anticancer therapeutic identification; cancer; immunogen; neoplasia;
immunoassay reagent; tumour; dysplasia; hyperplasia; therapy; ss.

Homo sapiens.

W09950287-A2.

07-0CT-1999.
26-MAR-1999; 99WO-US06657 .
27-MAR-1998; 98US-0079736.

(UYJO ) UNIV JOHNS HOPKINS.
Trink B, Jen J, Ratovitski E, Sidransky D;

WPI; 1999-591272/50.
P-PSDB; AAY43135.

Isolated oncoproteins used to classify and diagnose tumours, and in
screens for identifying anticancer agents -

Claim 6; Page 58-59; 63pp; English.

This sequence encodes the human p40 protein of the invention. p40 (the
shortest variant of a new human p53 homologue) is oncogenic and detection
of its overexpression (at protein or nucleic acid levels) is used to
diagnose and classify cancers or other proliferative diseases. It can
also be used to identify agents, potential anticancer therapeutics, that
modulates its binding to p53. p40 (or its fragments or fusion proteins)
are used as immunogens to raise (or to purify) antibodies. Antibodies are
used as immunoassays reagents for detecting overexpression of p40, also
therapeutically against tumours. Fragments of the nucleic acid that
encode p40 are used for recombinant expression; as probes to quantify p40
gene expression or to identify related sequences, also chromosome 3q.
Antisense fragments are useful for inhibiting expression of p40, for
treatment of neoplasia, dysplasia and hyperplasia.

Sequence 2082 BP; 605 A; 493 C; 473 G; 511 T; 0 other;

76.7%; Score 1031.2; DB 20; Length 2082;
95.7%; Pred. No. 4.2e-292;

Matches 1060; Conservative 0; Mismatches 48; 1Indels 0; Gaps 0;
Qy 125 cagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcaggact 184
[ T R B [ | I | Lt n
Db 395 cagaagaaaggacagcagcattgatcaatcttacagctaacatgttgtacctggaaaaca 454
Qy 185 cggacctgagtgaccccatgtggccacagtacacgaacctggggctcctgaacagcatgg 244
[ N I | (NERERRNRRRARARE (RN RN RN AR ER S|
Db 455 atgcccagactcaatttagtgagccacagtacacgaacctggggctcctgaacagcatgg 514
Qy 245 accagcagattcagaacggctcctcgtccaccagtccctataacacagaccacgcgcaga 304
FEVETETETEEA I C e e e ety (RERRRRRRRRERERARER
Db 515 accagcagattcagaacggctcctcgtecaccagtecctataacacagaccacgcgcaga 574
Qy 305 acagcgtcacggcgccctcgccctacgcacagcccagctccaccttegatgetetetete 364
PLererrrererererrrrrrend (NERRERANY FEEErererrrrsrerent
Db 575 acagcgtcacggcgcectcgccctacgcacagcccagcetecaccttegatgetetectecte 634
Qy 365 catcacccgccatcccectecaacaccgactacccaggeccgcacagtttegacgtgtect 424
[ANRRARARRRE! (AR RN AR RN AR R R ER R AR AN RARY]
Db 635 catcacccgccatcccctccaacaccgactacccaggeccgcacagtttegacgtgtect 694
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PN W0200061612-A2.
Qy 425 ﬁnommnmmﬁommmomoomoomwmnommonmoonmmmomﬂmﬁnoanﬂowmowummmmmmn 484 XX
RRARE EERRNRRRR AR (ARNRRAN SERRARRANRREANNT PD 18-0CT-2000.
Db 695 nnowonmmﬁoammomnnanommmnommonmoonmamnmﬁmnﬁnomonmmmnﬁmmmommmo 754 XX
PF 03-APR-2000; 2000WO-US08896.
Qy 485 tctact onmmmnnmnmmmmmnmn@onoomﬁnomawnnmmomnmmﬁownooomoonnonn 544 XX
(RARA] NSRRI VLR erining g SRRRARRRRAN] PR 02-APR-1999; 99US-0285479.
Db 755 nnnmnmooommmnnonmwwmmomﬂmnnonmnnomamﬂommmoﬂ@wn@mnnoomonnonnn 814 PR 17-DEC-199 99US-0466396.
: PR 30-DEC-1999; 99US-0476496.
Qy 545 macmm@oﬁonﬁmﬁonaoonomﬁooonmnnnwommmmwmnoﬁmmonmomnomnmmmomﬁmw 604 PR 10~JAN-2000; 2000US- 0480884 .
EERRRRRRRNAT] [RERRERER PEOVELELEerenety g RARARRARA RN PR 22-FEB-2000; 2000US-0510376.
Db 815 mmoomnonnnnmnonmnmnnwnmonﬂmnnnmnmmmmmmnOﬁomonmomﬁnmommmuwnmm 874 XX .
PA (CORI-) CORIXA CORP.
Qy 605 nomwmoouﬁmoonnmmnomnmmmnﬂmmmnoonommndommo@woommnmwmnnmoooonn 664 XX
[LARNRRRENR SRR RN RN ERANE SERRRRED [SEREARARRRRAN] PI Wang T, Fan L;
Db 875 nwmmaoomnunooommnomnmmconmmmnnoﬁ@mmnﬁomwoemomamnmmmnw@OOOOﬁn 934 XX
DR WPI; 2000-628399/60.
Qy 665 oamonomnndawnnnmmmﬁmmmam@mmmomoocmnononwmnmnmﬁmmwmomnonnmﬁnm 724 DR P-PSDB; AAB11360.
AN NE] SRR R AR NN VIVt [RERRN XX
Db 935 nnmonomnnnmmnﬁnmmmnmmmmmmmmmnwooouﬁmonommnmﬁcﬁmcmmmmnonomﬁnm 994 PT Isolated polypeptide comprising an immunogenic portion of a lung tumor
PT protein is used for detecting and monitoring progression of lung cancer
Qy 725 nmmammmmommwcﬁmﬁmcﬁmmnmnonﬁmnnmoonmoonomamﬁnmmowonmmmﬁnawomm 784 pT in a patient -
PEEERLEerennag VELELRLTITnng (RARENY] [ERRRNE] XX
Db 995 omnommmmnmmmmnoﬁmnﬁmmnmoonnmnmmooomoonommmwﬁmmomonmmmnnnwocw 1054 PS Claim 25a; Page 239-240; 261pp; English.
XX
Qy 785 ommnonﬁmnmommﬂnﬂownmnmnmmommommnﬁmnmnﬁmmmmmmmnommnomnomnonmm 844 cc This invention describes a novel isolated polypeptide (I) which
[ARRRR [ARARNAR AEERERRRRRRRRRAEY SRR RNy CC  comprising an immunogenic portion of a lung tumor protein or variant (P2)
Db 1055 nmonnnﬂmnmommnﬁnomnmnmﬂmuomwnmmnnaﬁnnnmmmmmamﬁmmmoomnocﬁnowm 1114 cec which have cytostatic activity. The polypeptides and polynucleotides are
cc used in compositions and vaccines to inhibit the development of cancer,
Qy 845 ﬁnnnmmnnmnnmnﬁmnnonmmmmmoowomomﬂom@nmmmwoonmmooommnmonaonﬁno 904 cc especially lung cancer, in a patient. Methods described in the invention
[EARAR NN ERRENARETNY PEVLLUEEELT g [ARERRAN] | cc can be ‘used to monitor the progression of a cancer by carrying out the
Db 1115 nnnnmmnomnnmnnmonnnmommmnomamomﬁamnnmmoﬁoonmmmoommnonﬂmonﬁnm 1174 cc detection at subsequent time points and comparing the results from the
. cC different time points. CD4+ and/or CD8+ T-Cells isolated from a patient
Qy 905 momoonmmmnnnmnmnnn@nnomm mmamamommammmuommmnmmmmmﬁmaomnommmm 964 cc are treated with p2, polynucleotides encoding P2 or antigen presenting
[ERARERRRRATN] [RERRRRER ANRRRRRRREEEN Y RANERRNRRRNEREN) CC  cells expressing P2 and then administered to the patient to inhibit
Db 1175 mmmnonommnOﬁmnmnnﬁmooommommummmommmmmmaammmmmwmmmﬁm@owﬁommwm 1234 cc development of cancer.
XX
Qy 965 wmnm%wWWWﬁﬁﬁﬂWWﬂﬂw@ﬁwommmmmmn@anmmno@dmomwmmomooomﬁnﬁoaﬁommm 1024 SQ Sequence 2082 BP; 605 A; 493 C; 473 G; 511 7; ©O other;
| [RESRRRRRNAN SR ARARRER T [RERRRRE]
Db 1235 mmnmmommmnnnnommomonmomwmommoamnmmnmanmnmmmmnmooomﬂoﬁomnomwm 1294
Query Match 76.7%; Score 1031.2; DB 21; Length 2082;
Qy 1025 momomomnmmnmﬁoomamnomomﬁoomnnmmmmmmommmmmnononmmmﬁamﬁommnnmn 1084 Best Local Similarity 95.7%; Pred. No. 4.2e-292;

(ERRRREN SNARARRRRRRER Y SENRRARNAN NN (NERRAR Matches 1060; Conservative 0; Mismatches 48; 1Indels 0; Gaps 0;
Db 1295 momomnmﬁomﬁmﬂoomomﬂumommoomnommmwmmommmmmnonoommwnomnmmmnnoﬁ 1354

Qy 125 omommumﬁmoﬁooomnmmmOmmmmnnowmmﬁnmmnwnmmmononmnoomomnaommwmnn 184

Qy 1085 nmnnﬂﬁnmonmoﬁomooowoomnamQNOﬂnmnmmmmn@Oﬁmnﬁ@mmmmﬁomwmmmuﬁooo 1144 e 1) ] e 0 i I | L
AERRERRRRRRRANNN SRR NNy AR RN RN Db 395 nmmmmommmommnmoommomﬁﬂmmﬁnmmmOﬁnmom@nnmmomﬁaﬁnaﬁmonnmmmmmmnw 454
Db 1355 nmnmoﬁﬁmonmmﬁomomnmnnmnmw@mOﬁﬂmnmmmmﬁmonoﬁnommnmﬁnmmmommwooo 1414

Qy 185 ooomoonmmowwmoonomnmﬁmwoomnmmnmomn@wmooﬁmmOQOHOOﬁ@mmowmomnmm 244

Qy 1145 ﬂmmmmonnmﬁaommnmnonﬁonﬁnmmowomommnnmmmmounmnmoaowmnmmnmwnmmn 1204 [ N | (AERRRARARRNRN] FERETRRR e
EEASARRERRERNENY AR RRRY FELLELEI iy Db 455 mﬂoooomowonomwnnnmmnmmmnnmnmaﬁwomoawmoonomomnnoomomwnmwomnmm 514
Db 1415 ﬁamwmonnwnoommnmnnnnoowommomowOmmnﬁmwmmomwmomomommnmmommnmmo 1474

Qy 245 mnowoomomnnnmawmomoowonﬁomnnnmonm@moooﬁmﬁmmomomomoomooowommm 304

Qy 1205 agcagcaccagcacttacttcagaaaca 1232 SRR RRAR RN [RRRRENE] EERRRE RN RN
(AN FELLERV e Db 515 woomoomomnﬁommmmomoonQOﬁnmnoomoomonooonmnwmomnwomoomooownmmm 574
Db 1475 mmnwaomnomonmnnnmonﬂowmmumnm 1502

Qy 305 momooonnwomwomononnmooonunmowomoooomnoﬁoomOOﬁnommnoonoﬁoﬁnnn 364
! PEDLTEIT R FIELLELE g R RNRRRRARY]

RESULT 15 Db 575 momooonomno@omOQOﬁnmnonnwnmnmomaooomnonnomnnnnoomnmnﬁnnonono 634
AAC66030 :

D AAC66030 standard; CDNA; 2082 BP. Qy 365 omﬁnmooomonmnooooﬁoommnmnnomoamnnomomooacomomannommownonnon 424
XX [NSRRARAY! (ISR RRRRRARERRER] [RERRREN] (RN RRRARRRARENET]

AC AAC66030; Db 635 ownomnnnonowﬂnoonﬁoommomnommonmooowooooooomOmwnnnommoawmnonn 694
XX

DT 21-FEB-2001 (first entry) Qy 425 noommomoﬁommmomonmnomm@ﬁomcnomonﬁmmmomnmﬁnnnmnnmwmonmmmmummn 484
XX . [RARARRAR [ARRRAN] SRR RN [RARNRN! [ARRRRN]

DE Human lung cancer-associated cDNA p63 isoform 4. Db 695 ﬁoomuomonomm@omoomnommoﬁnmmnomoonommounmnnoomnnmmmonmmmmwwmn 754
XX

KW Lung cancer; therapy; treatment; human; tumor; immunogenic; cytostatic; Qy 485 nnnmoﬁmnommmﬁnmoommwwnmﬁmoonomﬁonmmmnommuoﬁmmnomnoonmonﬁnonn 544
KW  vaccine; detection; ss. ENERRARRRERANER SIS RN IS EARRRRANNRNRRY

XX Db 755 nonmonmoommmﬁnmommmwmomnmoooomnnomomwommoonownmmnoonuoononnn 814
0s Homo sapiens. .
XX Qy 545 mmmwmmnﬁ@nnmnnnmomoamﬁooonunnﬁmommmmmmmnnwmmnmncﬂomommmamnm@ 604
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Db
oy
Db
oy
Db
Qy
pb
Qy
Db
oy
Db
Qy
Db
oy
Db
oy
Db
oy
Db
Qy
Db
oy
Db

815
605
875
665
935
725
995
785
1055
845
1115
905
1175
965
1235
1025
1295
1085
1355
1145
1415
1205

1475

[NERRRRN] (SRR AR RN R AR RN RN RN A AR AR RRRRE AN R
agggagctgttatccgcegccatgcotgtetacaaaaaagctgagcacgtcacggaggtgg

tgaagcggtgccccaaccatgagctgagecgtgaattcaacgagggacagattgecccte
AARRARN] (RNRRNRNRE [RE RN R R R RN AR AR RN
tgaagcggtgceccaaccatgagctgagecgtgaattcaacgagggacagattgececte

ctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatcccatca

[RERERRN] [ARARENNN (NRRRRRAN PELELELR
ctagtcatttgattcgagtagaggggaacagccatgeccagtatgtagaagatcccatca

caggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattcacga
[ERR AR RN R RN RN R R RN RN RN R RN RN RN RN RN REREREAEY
caggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattcacga

cagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgecgtecaa
(ARRARARRA RN RN RANY| [ERA RN RN RN RN RN RN RN RN AN RN RRE
cagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgcegtccaa

ttttaatcattgttactctggaaaccagagatgggcaagtcectgggcecgacgetgetttyg

FEELEEL (R R N RN RN AR AR AR R RN AR AR
ttttaatcattgttactctggaaaccagagatgggcaagtcctgggecgacgctgetttg

aggcccggatctgtgcettgcccaggaagagacaggaaggcggatgaagatagcatcagaa
(AR RN RN RE RN FERRREURIN R bt el
aggcccggatctgtgettgcccaggaagagacaggaaggcggatgaagatagcatcagaa

agcagcaagtttcggacagtacaaagaacggtgatggtacgaagcegccegtttogtcaga
(ARR AR AR RN (RERE RN RN AR RR RN
agcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgcecgtetegtcaga

acacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaactgt

I [NENERNRN] [NARRRERN IRERRARRARI IARRRRRRA]
acacacatggtatccagatgacatccatcaagaaacgaagatccceccagatgatgaactgt

tatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagtcec
[AERRRR ARRRRENN] (AN RN RN RN RN REY
tatacttaccagtgaggggccgtgagacttatgaaatgectgttgaagatcaaagagtece

tggaactcatgcagtaccttcctcagcacacaattgaaacgtacaggcaacagcaacagc

(EEERRNASARARNARRNARY FOCLEEEET R et b erenel
tggaactcatgcagtaccttectcagcacacaattgaaacgtacaggcaacagcaacage

agcagcaccagcacttacttcagaaaca 1232

PEECETRErErerererrrereer e
agcagcaccagcacttacttcagaaaca 1502

Search completed: August 10, 2001, 00:38:26
Job time:

4025 sec

us-09-670~-568b-2_copy_145_1488.rng

874
664
934
724
994
784
1054
B44
1114
904
1174
964
1234
1024
1294
1084
1354
1144
1414
1204

1474
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28 242.6 18.1 1511 4 U0S-08-796-101-168 Sequence 168, App
GenCore version 4.5 29 242.6 18.1 1512 2 US-08-184-009-99 Sequence 99, Appl
Copyright (c) 1993 - 2000 Compugen Ltd. 30 242.6 18.1 1512 2 US-08-458-356-99 Sequence 99, appl
31 241 17.9 1182 2 US-08-484-956-93 : Sequence 93, Appl
32 241 17.9 1182 2 US-08-757-653-93 Sequence 93, Appl
OM nucleic - nucleic search, using sw model 33 238.6 17.8 1555 2 US-08-696-376-1 Sequence 1, Appli
34 234.6 17.5 633 2 US-08-886-280-6 Sequence 6, Appli
Run on: August 9, 2001, 23:31:57 ; Search time 81.66 Seconds 35 234.6 17.5 633 3 US-08-870-370-10 Sequence 10, Appl
{(without alignments) 36 234.2 17.4 1173 2 US-08-184-009-214 Sequence 214, App
3115.775 Million cell updates/sec 37 234.2 17 .4 1173 2 US-08-458-356-214 Sequence 214, App
. 38 234.2 17.4 1173 4 US-08-796-101-45 : Sequence 45, Appl
Title: : US-09-670-568B-2_COPY_145_1488 39 228.4 17.0 740 4 US-09-112-437-10 Sequence 10, Appl
perfect score: 1344 40 220.8 16.4 601 2 US-08-484-956-107 Sequence 107, App
Sequence: 1 atgtcccagagcacacagac..........caaaccgatcagtgtaccca 1344 c 41 220.8 16.4 601 2 US-08-484-956-108 Sequence 108, App
42 220.8 16.4 601 2 US-08-757-653-107 Sequence 107, App
Scoring table: IDENTITY_NUC c 43 220.8 16.4 601 2 US-08-757-653-108 Sequence 108, App
Gapop 10.0 , Gapext 1.0 44 219.2 16.3 601 2 US-08-484-956-97 Sequence 97, Appl
’ c 45 219.2 16.3 601 2 US-08-484-956-98 Sequence 98, Appl
Searched: 324599 seqs, 94655562 residues
Total number of hits satisfying chosen parameters: 649198 ALIGNMENTS

Minimum DB seq length: 0 .
Maximum DB seq length: 2000000000 . RESULT 1
0US-08-347-792-20
Sequence 20, Application US/08347792
Patent No. 5573925
GENERAL INFORMATION:
APPLICANT: Halazonetis, Thanos D.
TITLE OF INVENTION: p53 Proteins With Altered
TITLE OF INVENTION: Tetramerization Domains
NUMBER OF SEQUENCES: 37
CORRESPONDENCE ADDRESS:
ADDRESSEE: Howson and Howson
STREET: Spring House Corporate Cntr., PO Box 457
CITY: Spring House
STATE: Pennsylvania
COUNTRY: USA
ZIP: 19477
COMPUTER READABLE FORM:
MEDIUM TYPE: Floppy disk

Post-processing: Minimum Match 0%
Maximum Match 100%
Listing first 45 summaries
Database : Issued_Patents_NA:*
:  /cgnl_7/ptodata/l/ina/5A_COMB.seq:*
:  /cgnl_7/ptodata/l/ina/5B_COMB.seq: *
:  /cgnl_7/ptodata/l1/ina/6A_COMB.seq:*
: /cgnl_7/ptodata/l/ina/6B_COMB.seq:*
:  /egnl_7/ptodata/1/ina/PCTUS_COMB.seq:*
:  /cgnl_7/ptodata/l/ina/backfilesl.seq:*

Pred. No. is the number of results predicted by chance to have a
score greater than or equal to the score of the result being printed,
and is derived by analysis of the total score distribution. ’

SUMMARIES COMPUTER: 1IBM PC compatible
L OPERATING SYSTEM: PC-DOS/MS-DOS
Result Query SOFTWARE: PatentIn Release #1.0, Version #1.25
No. Score Match Length DB ID . Description CURRENT APPLICATION DATA:
............................................................................ APPLICATION NUMBER: US/08/347,792

1 244.2 18.2 1215 1 US-08-347-792-20 - Sequence 20, Appl FILING DATE:

2 244.2 18.2 1215 1 US-08-431-357-20 Sequence 20, Appl CLASSIFICATION: 530

3 244.2 18.2 1215 4 US-0B8-392-542-26 Sequence 26, Appl ATTORNEY/AGENT INFORMATION:

4 244 .2 18.2 1215 4 US-08-B94-327-26 Sequence 26, Appl NAME: Bak, Mary E.

5 244.2 18.2 1215 5 PCT-US95-15353-20 Sequence 20, Appl REGISTRATION NUMBER: 31,215

6 242.6 18.1 1181 2 US-08-486-663A-18 Sequence 18, Appl REFERENCE/DOCKET NUMBER: WSTS58USA

7 242.6 18.1 1181 2 US-08-247-904B-11 Sequence 11, Appl TELECOMMUNICATION INFORMATION:

8 242.6 18.1 1181 3 US-08-767-942A-22 Sequence 22, Appl TELEPHONE: 215-540-9206

9 242.6 18.1 1182 2 US-08-184-009-215 Sequence 215, App TELEFAX: 215-540-5818 A

10 242.6 18.1 1182 2 US-08-484-956-92 Sequence 92, Appl INFORMATION FOR SEQ ID NO: 20:

11 242.6 18.1 1182 2 US-08-484-956-94 Sequence 94, Appl SEQUENCE CHARACTERISTICS:

12 242.6 18.1 1182 2 US-08-757-653-92 Sequence 92, Appl LENGTH: 1215 base pairs

13 242.6 18.1 1182 2 US-08-757-653-94 Sequence 94, Appl TYPE: nucleic acid

14 242.6 18.1 1182 2 U0S-08-458-356-215 Sequence 215, App STRANDEDNESS: double

15 242.6 18.1 1182 4 US-08-796-101-46 Sequence 46, Appl ; TOPOLOGY: linear

16 242.6 18.1 1303 1 0©S-08-047-041A-13 Sequence 13, Appl H MOLECULE TYPE: DNA (genomic)

17 242.6 18.1 1307 1 US-08-047-041A-12 Sequence 12, Appl US-08-347-792-20

18 242.6 18.1 1317 1 US-07-912-011-1 Sequence 1, Appli

18 242.6 18.1 1317 1 US-08-347-792-1 Sequence 1, Appli

20 242.6 18.1 1317 1 U0S-08-431-357-1 Sequence 1, Appli . Query Match 18.2%; Score 244.2; DB 1; Length 1215;
21 242.6 18.1 1317 2 US-08-697-221-1 Sequence 1, Appli Best Local Similarity 58.3%; Pred. No. 5.5e-64;

22 242.6 18.1 1317 4 US-08-392-542-1 Sequence 1, Appli Matches 473; Conservative 0; Mismatches 323; 1Indels 15; Gaps 2;
23 242.6 18.1 1317 4 US-08-894-327-1 Sequence 1, Appli .

24 242.6 18.1 1317 S5 PCT-US95-15353-1 Sequence 1, Appli Qy 362 ctccatcacccegcecatcccctcecaacaccgactacccaggcccgcacagtttcgacgtgt 421
25 242.6 18.1 1483 4 US-08-796-101-44 Sequence 44, Appl ’ [ A R R | Lerer i e Il
26 242.6 18.1 1484 2 US-08-184-009-103 Sequence 103, App Db 302 CCCTGTCATCTTCTGTCCCTTCCCAGAAAACCTACCAGGGCAGCTACGGTTTCCGTCTGG 361
27 242.6 18.1 1484 2 US-08-458-356-103 Sequence 103, App
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Qy 422
Db 362
Qy 482
Db 422
Qy 542
Db 482
Qy 602
Db 542
Qy 662
Db 596
Qy 722
Db 656
Qy 782
Db 716
Qy. 842
Db 776
Qy 902
Db 836
Qy 962
Db 896
Qy 1022
Db 956
Qy 1082
Db 1007
Qy 1142
Db 1067
RESULT
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US-08-431-357-20

Sequence 20, Application US/08431357
Patent No. 5721340

GENERAL INFORMATION:

APPLICANT:
TITLE OF INVENTION:
TITLE OF INVENTION:

Halazonetis, Thanos D.
P53 Proteins With Altered
Tetramerization Domains

NUMBER OF SEQUENCES: 37
CORRESPONDENCE ADDRESS :

ADDRESSEE :
STREET :
CITY:
STATE:

Howson and Howson

Spring House Corporate Cntr., PO Box 457
Spring House

Pennsylvania

COUNTRY: USA

21IP:

19477

COMPUTER READABLE FORM:

MEDIUM TYPE:
COMPUTER:
OPERATING SYSTEM:

Floppy disk
IBM PC compatible
PC-DOS/MS-DOS

481
421
541
481
601
541
661
595
721
655
781
715
841
775
901
835
961
895
1021
955
1081
1006
1141
1066

Sm|om|mqo-mmmvuwlnow%lwhmlwamm.HSH

Page
; SOFTWARE: PatentIn Release #1.0, Version #1.25 .
H CURRENT APPLICATION DATA:
; APPLICATION NUMBER: Us/08/431,357
; FILING DATE:
; CLASSIFICATION: 435
; PRIOR APPLICATION DATA:
; APPLICATION NUMBER: US 08/347,792
H FILING DATE: 28-NOV-1994
; ATTORNEY/AGENT INFORMATION:
H NAME: Bak, Mary E. .
; REGISTRATION NUMBER: 31,215
; REFERENCE/DOCKET NUMBER: WST58USA
; TELECOMMUNICATION INFORMATION:
; TELEPHONE: 215-540-9206
; TELEFAX: 215-540-5818
; INFORMATION FOR SEQ ID NO: 20:
; SEQUENCE CHARACTERISTICS:
; LENGTH: 1215 base pairs
; TYPE: nucleic acid
; STRANDEDNESS: double
; TOPOLOGY: linear
; MOLECULE TYPE: DNA (genomic)
US-08-431-357-20
Query Match 18.2%; Score 244.2; DB 1; Length 1215;
Best Local Similarity 58.3%; Pred. No. 5.5e-64;
Matches 473; Conservative 0; Mismatches 323; 1Indels 15; Gaps
Qy 362 nnoownnwooownomnonooﬁoommomonmmonmooomomonomnmowcnnnommomnon 421
N NI IEEE bt e Il
Db 302 OnoemenwaneenenanoneHOOn>n>>>>00ewoGwmoQn>noe>oonaeeooneneno 361
Qy 422 oonnnomwommﬁommaouonmnommoﬂQQ@QQWQOﬁQQmooﬁmnnoomonommonammam 481
NI NI T AT PEDVLEE VL i a1y
Db 362 mnHeneaon>eenAQno>0>mnoy>0anenem>oeHnovnne>oannnnenoooaowbo> 421
Qy 482 mwoﬁonwoﬁunommmﬂnmommm@mownmonoownnoumnwnmwmmnmwnmmoooomOOﬁo 541
Pt ettt 1 [ 1 LELELE o
Db 422 bnwﬂOHeeemoowbnHmmomw>mw00eonnnemeoo>00eaeoooeenbeenowo>oono 481
Qy 542 Oﬁommmmmonﬁmﬁnmnonmomnomnooo¢mﬁonmnmmmmmmmnnmmmnmownnmommmom 601
[ [ FLULETLLTEE e 1y ULV L ThIb
Db 482 000000no>o00nnQeonnnnon>emnoo>Hoe>0>>mn>neﬂ>n>oo>n>en>noo>nm 541
Qy 602 ﬁm@ﬁwmmmnmmﬁmnnoommnomﬁ@W@OﬂQmooomﬁmmmnnommnmmooamommmﬂﬁ@ooo 661
PLELY L v vt I Xl I
Db 542 HemeQboooonemOOOOO>OO>HQ>O000%0040$0>a>000>en 595
Qy 662 OﬂOOdmmwnmnﬁﬁomﬁﬁommoﬂmmmwmmmmmommnnmﬁmnoommnmﬁmnmmmmomnonnm 721
1 PEL 0 b 1t 11 AN l
Db 596 neooeowmO>enee>ennmeemo&>om>»>eeenoOeoeon>ne>eeenobeo>n>0>> 655
Qy 722 ﬂnmomoommmmowomwnnﬁmnﬁomﬁmonnﬁmﬁmm@oomoooommwﬁnmmowonmwmnﬁnm 781
111 PEVEULELEE LTTHEEY Vet 1) PLLEEIL et )
Db 656 >OboaeeHonbo>e>oeQeooeomHwnane>e®>®ononoen>mnaemnoeoeo>0emey 715
Qy 782 nmwnmmﬁOﬁﬁ@ﬁwommnnﬁomﬁmnoﬂmmommomanﬂnﬁmﬁnmmmmnamnmmmnomoowﬁo 841
[ VoL VU e 1
Db 716 oo>ooweno>ne>o»>newoyenana>>n>neeonenn>eonmooonweoy>nnon>mmn 775
Qy 842 ommwnﬁanﬁnmnnmnnmnnonmummwoomommwnmm@nmmmﬁoonmoaooomnoOﬁnon 901
I T PEL 0 e 1
Db 776 00>e0ne0>on>en>eo>n>nenn>>owoenn>oenn%>>eoe>nennm>nmo>>n>noe 835
Qy 902 ﬁnamnononmomﬁnnwﬁoonﬁmonommmmmmmmmnmmmummaomamnommmmnmmnmnow 961
VIDETE L 0 0 111 11 RN I
Db 836 Hem>omﬂmomHmﬂeemennne0eQneOOQ>Q>O>OOQQGQO>O>obmm>>m>m>>aoenn 895
Qy 962 mmmmaommommaﬁnnomomomwwmommmommommnmmnmmnmommmonwoonmnﬂnnmﬁo 1021
1) | [ | | I
Db 896 no>>nb>>nommwnooeo>no>nm»mnqnOOOOO>QOO$GO>ne»>00®>00>0e0000> 955

2;



Qy 1022 agaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaac 1081
Db 956 %n%%w%% ......... M>Ooannemen%mn>nnn>b%0»>0%&%nMbmenmﬁbwo>m%ﬁe 1006
Qy 1082 tgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagt 1141
Db 1007 ATTICACCCTTCAGATCCACORGETALCECTTCARMIEHICCCAGALCTGARTEALS 1066
Qy 1142 ccctggaactcatgcagtaccttectcagca 1172

Db 1067 COTTGGAACTCARGGATGCLCAGGCTGREAA 1087

RESULT 3

us

[ = R R T T

S
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-08-392-542-26
Sequence 26, Application US/08392542
Patent No. 6169073
GENERAL INFORMATION:
APPLICANT: Halazonetis, Thanos
APPLICANT: Hartwig, wWolfgang
TITLE OF INVENTION: Peptides nad Peptidomimetics with

TITLE OF INVENTION: Structural Similarity to Human p53 That Activate pS53

TITLE OF INVENTION: Function
NUMBER OF SEQUENCES: 35
CORRESPONDENCE ADDRESS:
ADDRESSEE: Banner, Birch, McKie & Beckett
STREET: 1001 G Street, N.W.
CITY: Washington, D.C.
STATE: District of Columbia
COUNTRY: U.S.
2IP: 20001
COMPUTER READABLE FORM:
MEDIUM TYPE: Floppy disk
COMPUTER: IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.25
CURRENT APPLICATION DATA:
APPLICATION NUMBER: US/08/392,542
FILING DATE:
CLASSIFICATION: 514
ATTORNEY/AGENT INFORMATION:
NAME: Posorske, Laurence H.
REGISTRATION NUMBER: 34,698
REFERENCE/DOCKET NUMBER: 0486.48439
TELECOMMUNICATION INFORMATION:
TELEPHONE: 202 508-9100
TELEFAX: 202 508-9299
INFORMATION FOR SEQ ID NO: 26:
SEQUENCE CHARACTERISTICS:
LENGTH: 1215 base pairs
TYPE: nucleic acid
STRANDEDNESS: double
TOPOLOGY: linear
MOLECULE TYPE: CDNA
ORIGINAL SOURCE:
ORGANISM: Homo sapiens
-08-392-542-26

Query Match 18.2%; Score 244.2; DB 4; Length 1215;

Best Local Similarity 58.3%; Pred. No. 5.5e-64;

Matches 473; Conservative 0; Mismatches 323; Indels 15; Gaps

Qy
Db
Qy
Db

Qy

362 ctccatcaccegccatcccctccaacaccgactacccaggeccgcacagtttegacgtgt

L N ITEEE Lt I
302 CCCTGTCATCTTCTGTCCCTTCCCAGAAAACCTACCAGGGCAGCTACGGTTTCCGTCTGG

422 ccttccagcagtcgagcaccgccaagtceggccacctggacgtattccactgaactgaaga

LU A HE b ol b e e |
362 GCTTCTTGCATTCTGGGACAGCCAAGTCTGTGACTTGCACGTACTCCCCTGCCCTCAACA

482 aactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccecaccte
N N RN O R AR R R N R B R 1t e

421
361
481
421

541

2;

Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

RE

422
542
482
602
542
662
596
722
656
782
716
842
776
902
836
962
896
1022
956
1082
1007
1142
1067

SULT 4

us-09-670-568b-2_copy_145_1488.rni

AGATGTTTTGCCAACTGGCGAAGACCTGCCCTGTGCAGCTGTGGGTTGATTCCACACCCC

ctcagggagctgttatccgegecatgectgtctacaaaaaagectgagcacgtcacggagg
[ AR A R A N e e N e e ey
CGCCCGGCACCCGCGTCCGCGCCATGGCCATCTACAAGCAGTCACAGCACATGACGGAGG

tggtgaagcggtgccccaaccatgagctgagecgtgaattcaacgagggacagattgece
IR ey 1 I H I N [BANN
TTGTGAGGCGCTGCCCCCACCATGAGCGCTGCTCAGATAGCGATG---- -~ GTCTGGCCC

ctectagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatecca

PEEEE e e e e 1yl Ny |
CTCCTCAGCATCTTATCCGAGTGGAAGGAAATTTGCGTGTGGAGTATTTGGATGACAGAA

tcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattcea

11 VOV L i e i e e
ACACTTTTCGACATAGTGTGGTGGTACCCTATGAGCCGCCTGAGGTTGGCTCTGACTGTA

cgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgecgte
el (AEER R AR AR RRRAE IC et et 1l
CCACCATCCACTACAACTACATGTGTAACAGTTCCTGCATGGGCGGCATGAACCGGAGGC

caattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgctget

I N e N AN A e L | 111
CCATCCTCACCATCATCACACTGGAAGACTCCAGTGGTAATCTACTGGGACGGAACAGCT

ttgaggcceggatctgtgettgeccaggaagagacaggaaggcggatgaagatagceatca
AR A N e A A e Ry el i1
TTGAGGTGCGTGTTTGTGCCTGTCCTGGGAGAGACCGGCGCACAGAGGAAGAGAATCTCC

gaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagegcccgtttegte
SRR | [ | | L brere 1
GCARGAAAGGGGAGCCTCACCACGAGCTCCCCCCAGGGAGCACTAAGCGAGCACTGCCCA

agaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaac

[SRASNY| I [ I I i
ACARCAC-=--=------ CAGCTCCTCTCCCCAGCCARAGAAGAAACCACTGGATGGAGAAT

tgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagt
il 11 ool it (AR e i
ATTTCACCCTTCAGATCCGCGGGCGTGAGCGCTTCGAAATGTTCCGAGAGCTGAATGAGG

ccctggaactcatgcagtaccttectecagea 1172

LETREELL | I [N
CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1097

US-08-894-327-26

‘

H

;

;
H
;

Sequence
Patent N
GENERAL
APPLICA
APPLICA
TITLE O
TITLE O
TITLE O
FILE RE
CURRENT
CURRENT
EARLIER
EARLIER
EARLIER
EARLIER
NUMBER
SOFTWAR

26, Application US/08894327
0. 6245886

INFORMATION:

NT: Halazonetis, Thanos

NT: Hartwig, Wolfgang
F INVENTION: Peptides and peptidomimetics with

Page 3

481
601
541
661
595
721
655
781
715
841
775
901
835
961
895
1021
955
1081
1006
1141
1066

F INVENTION: structural similarity to human p53 that activate pS3

F INVENTION: function
FERENCE: 2973.19998

APPLICATION NUMBER: US/08/894,327
FILING DATE: 1997-12-04
APPLICATION NUMBER: pctus96/01535
FILING DATE: 1996-02-16
APPLICATION NUMBER: 08/392,542
FILING DATE: 1995-02-16
OF SEQ ID NOS: 35
E: FastSEQ for Windows Version 3.0

SEQ ID NO 26

LENGTH
TYPE:
ORGANI

: 1215
DNA
SM: Homo sapiens

US-08-894-327-26
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Query Match 18.2%; Score 244.2; DB 4; Length 1215; ; STREET: Spring House Corporate Cntr., PO Box 457

Best Local Similarity 58.3%; Pred. No. 5.5e-64; ; CITY: Spring House

Matches 473; Conservative 0; Mismatches 323; 1Indels 15; Gaps 2; : STATE: Pennsylvania

. H COUNTRY: USA
Qy 362 onanmnnwnnomnomnoonownommnmoommommonnmmmoonmomommﬂnﬁomwooﬂow 421 H ZIP: 19477
I AR RN N [N | 1l i COMPUTER READABLE FORM:
Db 302 ooonmnnmnonnononOQOﬁnnoommmmmeOﬁmnnmmmmommoﬁmoamﬂnﬁooononmo 361 . H MEDIUM TYPE: Floppy disk
; COMPUTER: 1IBM PC compatible

Qy 422 nnnnnam@owmﬁcommomnnaonmmmﬁnmmnomoonmomomnmnnoomonmmmnwmmmmm 481 ; OPERATING SYSTEM: PC-DOS/MS-DOS_

SOFTWARE: PatentIn Release #1.0, Version #1.30
CURRENT APPLICATION DATA:
APPLICATION NUMBER: PCT/US95,/15353
FILING DATE:
CLASSIFICATION:
PRIOR APPLICATION DATA:
. APPLICATION NUMBER: US 08/347,792
Qy 542 onowmmmmmowonﬂmnnouomoomﬁmonﬁmﬂnnmommmmmmnonomoomomnomoommom 601 ; FILING DATE: 28-NOV-1994
P PEVEEER T 1 g P i it PRIOR APPLICATION DATA:
Db 482 omoonmmnwnnowocﬁnnmnmnomnmmonmnoawnmmonmoﬁowommnwomnmmoummom 541 APPLICATION NUMBER: US 08,431,357
FILING DATE: 28-APR-1995
PRIOR APPLICATION DATA:
APPLICATION NUMBER: US 08/456,623

PREE T gy AEARAR R R [ARRRINEY e
Db 362 m0ﬁﬁonnmnmnﬁonommmnwmonmmmnOHQﬁmuonnmamoanwnanooonmnooﬁnmmom 421

Qy 482 mmcmonmnﬁaoommmnnunmwmmwomnmoonomﬁaommmmommuanmmﬁnmonoomooﬁn 541
bt e TV e 11y g I (AR ]
Db 422 mcmnmﬂnﬁﬂooommnnomnmmm@monﬁmnonnmncomoonmnnmonwmmﬁnonmowoono 481

Qy 602 noonomwmnmonmnoonmmonmnmmmnvammoounommﬂnommnmmm@mmommmnﬁoonn 661
LI g 1l Il ] (I |1t

Db 542 nnonmmamomOﬁmnnooomnnmnmmmomawnonomamﬁm@nmmﬁm ...... gtetggeee 595 ; FILING DATE: 01-JUN-1995
; >8HOWZM%\>OMZH INFORMATION:
Qy 662 nvnonmmnnmnwnmmnmnmwmnmmmmmacwmomonomﬁmoonwmnmnmnmmmmmmﬁoonm 721 NAME: Bak, Mary E.

REGISTRATION NUMBER: 31,215
REFERENCE/DOCKET NUMBER : WSTS58CPCT
TELECOMMUNICATION INFORMATION:

[NARN] NI bl il FEEE e |
Db 596 nﬁoonnmunmnonnmnnommmnmmmmm@wmmnﬂﬁmoaﬁmﬁommmﬁmﬁnnmmmﬁmmommmw 655

Qy 722 nomomommmmmommmwnmnmnnmmnmoonnmnmwmoomooonmmmnﬁmmomonmmwﬁnam 781 TELEPHONE: 215-540-9206
I FELL THEet t1iinang LELEEE 1 PERLLETY 1ire TELEFAX: 215-540-5818
Db 656 momnnnnnommnmnmwnmnmmnmmnmconmmﬁmwonoooonammmanQQHOﬁ@mnnwﬁm 715 INFORMATION FOR SEQ ID NO: 20:

SEQUENCE CHARACTERISTICS:
LENGTH: 1215 base pairs
TYPE: nucleic acid
STRANDEDNESS : double

; TOPOLOGY: 1linear
Qy 842 omwﬂﬁﬂnmmnownﬁmnnwonnﬁmmmmmnommmomnmwQOmmoﬁoowmmmonamnonnmnn 901 ; MOLECULE TYPE: DNA (genomic)
P Ty LEHer LR [N Lot PCT-US95-15353-20

Qy 782 nmmowannnﬁanmommﬁnﬁnmnmnmﬁmmnmmomuﬂnnnannmommmmmnmmuononnmnn 841
[ L L 00 Vo v [
Db 716 oomonmﬁoownﬁmommnnmomnmnmﬁmmomunnOOﬁ@omnwaoomoown@mmoommmmmo 775

Db 776 nnmnooﬁomnomnnmnnmomoﬁmcummmoﬁoommnmmnwmnnnmnﬁmmumommmmnmoon 835
Qy 902 nnmmomooomnmnnnmnmonnmnonmmmwmowwmom@mmmomowwmnmmmmmnmmnwﬁnm 961 Query Match 18.2%; Score 244.2; DB 5; Length 1215;
I NIt LT i IR Al Best Local Similarity 58.3%; Pred. No. 5.5e-64;
Db 836 ﬁnamamwmomnannﬂmnanoﬁmnOOﬁ@mawmmmmnnoaoaomomommmmmmmmmmnOnnn 895 Matches 473; cConservative 0; Mismatches 323; 1Indels 15; Gaps 2;
Qy 962 mmmmmommnmmmnﬁnomomommnmomwmnmmomannmﬁomnmommmmnmoonmnnﬂooﬁo 1021 Qy 362 owonmnomonooonmnooonﬁoommowoommonmonommuooooownwonwnnmmnmnmn 421
Db 896 woh%wmwmoma%mmohnowhnwomwoon000%oomhumm%0h%nw%%%%mmmmohm%nom 955 Db 302 mnmen%m%emeemen%mmwe%M%0%0%y>>ooe%M%»ﬁ%%%&ﬁﬂﬂ%%ﬂ%%%%monen%mn umu.
Qy 1022 mmmmowomownmmnmnnommmnomomnonmnowmmmmmommmamﬁoooomamnmmnwmmn 1081 Qy 422 QOﬁﬁoomnnmQnowmmnmonwnowmmﬁomanomonnwwmocnwﬁﬁnomnnommonmmmmm 481
Db 956 hO%%M%M ......... Mm@0nooﬁ%ﬁOh%nmmoom%hmmmmMWMOMmMﬁ@omnwmmmwwn 1006 Db 362 om%%Meemw%a%meomn%m>mmm%ﬁm*memam%me%mn%nn%%o%M%OM%MQOM%O%%O% 421
Qy 1082 nmnnmnmnﬁnmonwmﬁmmowaaoomnomamonwmnommmnmonmnﬁmmmwmnomwmamnn 1141 Qy 482 mmonnnmnﬁmoommmnﬁcommmamnmﬁcnonomnoowmmﬂommomnmmﬁomooonmonnn 541

I (BN Forr ot ) I Pl b 1 g e 11 Itren
Db 1007 mnnnomooo¢nnmamﬂonanmmmoonom@omonnommmwnmﬁnnnmmmmuonamwnomom 1066 Db 422 »m>eneeqanno>>oemoo0§>o>ooeooooemenn>nneaqnnneen>eaoo>n>nooo 481

Qy 1142 noonmommnnnmﬁmommnmooﬁnonnnmonm 1172 Qy 542 oﬁomoommonnmnnmnoowoonomnmnnnonnnmommmmmmoonomanmomnomomamwm 601

I T B [N [ PIVTLIVLEL 1 0 Lottt i
Db 1067 ccttggaactcaaggatgcccaggetgggaa 1097 Db 482 oooaonnowonononeonmnono>enannwene»o»»nn>nenwownn>n>eo>onn>no 541

Qy 602 ﬁooﬁmmmmou@w@oonnmmonmnmmmon@w@ooonommnnnmmommmmmmomamnnmoon 661

CORRESPONDENCE ADDRESS : .
ADDRESSEE: Howson and Howson - Qy 782 ommnmoﬂnﬁﬁmnmommﬁnﬂomnOﬁoﬁmmnmmomaﬁﬁmnmnnmowmamwnmmunomoooﬁn 841

RESULT 5 | FUL T i 1 I (B Il
PCT-US95-15353-20 Db 542 eemen>nnnnnenooonO>Ooweo>onnneoneo>n>e>nnn>en ...... GTCTGGCCC 595
/ Sequence 20, Application PC/TUS9515353

i GENERAL INFORMATION: Qy 662 nﬁonnmmnomﬁnnomﬁnowmoﬁmmm@mm@mmnmanomﬁuooommnmnmnmammmmnonom 721
i APPLICANT: The Wistar Institute of Anatomy Pt VUL e e i oy 111 Pt !

; APPLICANT: and Biology Db 596 oeOnenbnn>eoea>eOOQ>Oemo>>mO$>>eeemnoenenn>ne>eeenn>ao>n>o>> 655
H APPLICANT: Halazonetis, Thanos D.

; TITLE OF INVENTION: P53 Proteins With Altered Qy 722 nomnmwmwmmmommmwnmn@onmmﬁmnonﬁmnomooomnooomumnanOmnnmmmwwnm 781
; TITLE OF INVENTION: Tetramerization Domains ’ 11 FELEEET LET i1 Ty e 1)

H NUMBER OF SEQUENCES: 46 Db 656 >O>neeeeom>o>e>neoemnemneboOoe>an>nnoonoenwoneeoananaovoamq> 715
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B TRV el et b e rererere ; NAME/KEY: CDS
Db 716 CCACCATCCACTACAACTACATGTGTAACAGTTCCTGCATGGGCGGCATGAACCGGAGGC 775 i LOCATION: 1..1182
US-08-486-663A-18
Qy 842 caattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgetget 901
[ A . LT e 111

Db 776 CCATCCTCACCATCATCACACTGGAAGACTCCAGTGGTAATCTACTGGGACGGAACAGCT 835 Query Match 18.1%; Score 242.6; DB 2; Length 1181;
Best Local Similarity 58.2%; Pred. No. 1.7e-63;
Qy 902 ttgaggcccggatctgtgcttgeccaggaagagacaggaaggcggatgaagatagcatca 961 Matches 472; Conservative 0; Mismatches 324; Indels 15; Gaps 2;
[ R A N Ay [N It
Db 836 TTGAGGTGCGTGTTTGTGCCTGTCCTGGGAGAGACCGGCGCACAGAGGAAGAGAATCTCC 895 . Qy - 362 ctccatcaccegccateccctecaacaccgactacccaggcccgcacagtttegacgtgt 421
et e FEELE 1T [ABNARER I
Qy 962 gaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgcecgtttegte 1021 Db 275 CCCTGTCATCTTCTGTCCCTTCCCAGAAAACCTACCAGGGCAGCTACGGTTTCCGTCTGG 334
[ | [ | I B
Db 896 GCAAGAAAGGGGAGCCTCACCACGAGCTCCCCCCAGGGAGCACTAAGCGAGCACTGCCCA 955 Qy 422 ccttccagcagtcgagcaccgcecaagtcggccacetggacgtattccactgaactgaaga 481
R I R N N s e A N e N e N e A
Qy 1022 agaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaac 1081 Db 335 GCTTCTTGCATTCTGGGACAGCCAAGTCTGTGACTTGCACGTACTCCCCTGCCCTCAACA 394
[BRERAN] | 11 1 e ’
Db 956 ACAACAC--------~- CAGCTCCTCTCCCCAGCCAAAGAAGAAACCACTGGATGGAGAAT 1006 Qy 482 aactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccaccte 541
A A A Lt [AESASENN!
Qy 1082 tgttatacttaccagtgaggggccgtgagacttatgaaatgetgttgaagatcaaagagt 1141 Db 395 AGATGTTTTGCCAACTGGCCAAGACCTGCCCTGTGCAGCTGTGGGTTGATTCCACACCCC 454
11 P o IS AR KA AE] . )
Db 1007 ATTTCACCCTTCAGATCCGCGGGCGTGAGCGCTTCGAAATGTTCCGAGAGCTGAATGAGG 1066 Qy 542 ctcagggagctgttatccgcgecatgectgtcetacaaaaaagetgagcacgtcacggagg 601
: (S RARENE R I R A A e
Qy 1142 ccctggaactcatgcagtaccttcctcagca 1172 . Db 455 CGCCCGGCACCCGCGTCCGCGCCATGGCCATCTACAAGCAGTCACAGCACATGACGGAGG 514
LETvrernin i I [
Db 1067 CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1097 - ’ Qy 602 tggtgaagcggtgccccaaccatgagctgagccgtgaattcaacgagggacagattgece 661
UL TR T reenrintl I I [N I it
Db 515 TTGTGAGGCGCTGCCCCCACCATGAGCGCTGCTCAGATAGCGATG------ GTCTGGCCC 568
RESULT 6 ] .
US-08-486-663A-18 Qy 662 ctcctagtcatttgattcgagtagaggggaacagccatgceccagtatgtagaagatccca 721
; Sequence 18, Application US/08486663A i POE e e i il BN FLOEL 1110 |
; Patent No. 5968761 Db 569 CTCCTCAGCATCTTATCCGAGTGGAAGGAAATTTGCGTGTGGAGTATTTGGATGACAGAA 628
; GENERAL INFORMATION: i
H APPLICANT: Rolfe, Mark Qy 722 tcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattca 781
H APPLICANT: Eckstein, Jens W. . (KA NN NN N A R R N A e TN N N o
H APPLICANT: Draetta, Giulio Db 629 ACACTTTTCGACATAGTGTGGTGGTGCCCTATGAGCCGCCTGAGGTTGGCTCTGACTGTA 688
B APPLICANT: Guillaume Cottarel
; TITLE OF INVENTION: Ubiquitin Conjugating Enzymes Qy 782 cgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgccgte 841
H NUMBER OF SEQUENCES: 21 e i FEELE L Tl et e 1
; CORRESPONDENCE ADDRESS: Db 689 CCACCATCCACTACAACTACATGTGTAACAGTTCCTGCATGGGCGGCATGAACCGGAGGC 748
H ADDRESSEE: LAHIVE & COCKFIELD .
H STREET: 60 State Street : Qy 842 caattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgetget 901
; CITY: Boston P e ey iy 10 (B 111
H STATE: MA Db 749 CCATCCTCACCATCATCACACTGGAAGACTCCAGTGGTAATCTACTGGGACGGAACAGCT 808
H COUNTRY: USA .
H 2IP: 02109 Qy 902 ttgaggcceggatctgtgettgcccaggaagagacaggaaggcggatgaagatagcatca 961
; COMPUTER READABLE FORM: PLELEL 00 b e e i e rerery 4l AR Il
; MEDIUM TYPE: Floppy disk Db 809 TTGAGGTGCGTGTTTGTGCCTGTCCTGGGAGAGACCGGCGCACAGAGGAAGAGAATCTCC 868
H COMPUTER: IBM PC compatible
; OPERATING SYSTEM: PC-DOS/MS-DOS Qy 962 gaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagegecegtttegte 1021
H SOFTWARE: ASCII(text) L | [y [ | ey 0
; CURRENT APPLICATION DATA: Db 869 GCAAGAAAGGGGAGCCTCACCACGAGCTGCCCCCAGGGAGCACTAAGCGAGCACTGCCCA 928
H APPLICATION NUMBER: US/08/486,663A .
H FILING DATE: Qy 1022 agaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaac 1081
; CLASSIFICATION: [BRARAR | Il Il [
; PRIOR APPLICATION DATA: Db 929 ACAACAC--------- CAGCTCCTCTCCCCAGCCAAAGAAGAAACCACTGGATGGAGAAT 979
; APPLICATION NUMBER: US .
H FILING DATE: Qy 1082 tgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagt 1141
; ATTORNEY/AGENT INFORMATION: i1 I Lot ek ) (AR
; NAME: Vincent, Matthew P. Db 980 ATTTCACCCTTCAGATCCGTGGGCGTGAGCGCTTCGAGATGTTCCGAGAGCTGAATGAGG 1039
REGISTRATION NUMBER: 36,709 ’
REFERENCE/DOCKET NUMBER: MII-029CP2 - Qy 1142 ccctggaactcatgcagtaccttcctcageca 1172
TELECOMMUNICATION INFORMATION: PEOLTUrerere 11 i A
TELEPHONE : (617) 227-7400 ' Db 1040 CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1070

TELEFAX: (617) 227-5941
INFORMATION FOR SEQ ID NO: 18:

SEQUENCE CHARACTERISTICS: RESULT 7
LENGTH: 1181 base pairs US-08-247-904B-11
TYPE: nucleic acid ’ ; Sequence 11, Application US/08247904B
STRANDEDNESS: both ; Patent No. 5981699

TOPOLOGY: linear ; GENERAL INFORMATION:
MOLECULE TYPE: CcDNA H APPLICANT: Rolfe, Mark
FEATURE: . . H APPLICANT: Eckstein, Jens W.
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APPLICANT: Draetta, Giulio
TITLE OF INVENTION: Human Ubiquitin Conjugating Enzyme
NUMBER OF SEQUENCES: 17
CORRESPONDENCE ADDRESS :
ADDRESSEE: Foley, Hoag & Eliot
STREET: One Post Office Square
CITY: Boston
STATE: MA
COUNTRY: USA
2IP: 02109
COMPUTER READABLE FORM:
MEDIUM TYPE: Floppy disk
COMPUTER: IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-D0OS
SOFTWARE: ASCII(text)
CURRENT APPLICATION DATA:
APPLICATION NUMBER: US/08/247,904B
FILING DATE: 23-MAY-1994
CLASSIFICATION: 530
ATTORNEY/AGENT INFORMATION:
NAME: Vincent, Matthew P.
REGISTRATION NUMBER: 36,709
REFERENCE/DOCKET NUMBER: MIV-029.01
TELECOMMUNICATION INFORMATION:
TELEPHONE: (617) 832-1000
TELEFAX: (617) 832-7000

INFORMATION FOR SEQ ID NO: 11:

SEQUENCE CHARACTERISTICS:
LENGTH: 1181 base pairs
TYPE: nucleic acid
STRANDEDNESS: both
TOPOLOGY: linear

MOLECULE TYPE: CDNA

FEATURE:

NAME/KEY: CDS
LOCATION: 1..1181

US-08-247-904B-11

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

Query Match
Best Local Similarity

18.1%; Score 242.6; DB 2; Length 1181;
58.2%; Pred. No. 1.7e-63;

Matches 472; Conservative 0; Mismatches 324; 1Indels 15; Gaps
362 onnomﬁomonnmoomﬁnooonoommomnowmnnmoonwmunnoanmommnﬁnommomnmﬁ 421
275 Cotrertnbatrsitetriblohomcttbactiacen kol b carchls 5o
422 oonnonmmommnnommomoomonmmmnommonmnoﬁmcmOQnmﬁnnomonowmnnummmm 481
335 cOTTeTrabATITGSAtA AN M brcAb R b et et Lce el L] oo,
482 mwnﬁonmnﬁmonmmmnﬁmommmmmomnanoonmﬁnomomﬁommacnomﬁnmooonmnnﬁo 541
395 AGATGTTTICAEARCHGOECAALCH A TG hs A e horaLbraarzbiabhblcl ooy
542 oﬁomnmammonuﬁwmnoomownownQQOﬁwnonmommmmmmmnnmmmownmﬁomomummm 601

NI PIELVLLELEE 0 ey 1 7y 7y [
455 DOODOQ00>OOOQOQHOOOOQOOwenmo0>ﬂﬁe>0>>005men>0>00>0960>0nﬂwnm 514
602 nwmﬁmmmmnmmnmnnoowmnowﬁmmmonmwmoomnmmmnﬂnmmoowomowommmﬁﬁmoon 661
315 TOTeAGLdC TSt lAL AL e TA AR TAGE G- -nehoblhd sep
662 nﬁnnﬁmWﬂomﬁnnmwnnnamQnmumonqomwommoomﬁmnonwmnmnmﬁmmmmmmwnonw 721
369 CTCLTCAGGATCITATC oA HaiAn AR TTG o rco ke Lencacad. 626
722 nomnmoomwamnmuwmﬁmﬂmonmmnmnonﬁmnmm@oowoooommoﬁnmmomnﬁammﬁwnm 781
629 atalTrTCAAATAC O Ro Rk akbeh kAL s G L L L
782 nmmnmmnnnﬁmﬁmommﬁnﬁnmnonoﬁmmommomoﬁnmﬁmﬁﬁmmmoommﬁmmmnomooono 841

Qy

2;

us-09-670-568b-2_copy_145_1488.rni

Page 6
Db 689 00>OO>HOO>OH>O>>O%>O?QOenH>>0DOHeonemn>ennmno00>60>>0000>000 748
Qy 842 nmmﬁﬁnﬁmmﬁomﬁﬁmnnmoﬁnnommmwnnmmmomnmmmnmmwnnonmmmnoowomonmnn 901
Db 749 CeATcTCACCATCATCACAC M ARGA TCCAG Kb A TC A Kb b b an bt 508
Qy 902 wﬁwmmmonnmmmﬁOﬁmnmonnmonommommmwomomommwomomomﬂmmwmmnmmownom 961
bb 809 TrGAdTadeTeTTRGRACRiT T AL aeAtA bAoA e el 866
Qy 962 @mmwoommnmm@ﬁﬁnoaamomanmowmmmmmomoﬁwmﬁoammnmmmmoaonomnﬂnowﬁn 1021

| [ i [y [ | e o1

Db 869 OO>>Q>>>QOOQ>OOﬂeO>OO>OQ>OOHOOOOOO>non>no>09>>Ono>mn>nemonnb 928

Qy 1022 mnmmnwnmnmnoaﬁmnoommmﬁmmomnnnmﬁommmmmmnmmmmwﬁooonmwmnmmnmmwo 1081

[RARNN | [y Il (S NN

Db 929 ACAACAC--------- CAGCTCCTCTCCCCAGCCAAAGAAGAAACCACTGGATGGAGAAT 979

Qy 1082 nmnnwanﬁﬁmoommﬁmemmonowﬁow@monnmn@mmmnannmnnawmomnommommmn 1141

l [ Pt ann [ Sy

Db 980 >eeeO>Oooeen>n>eoooHOOQOnen>oonoeenm»0>eneenon>nbnoeo>>qa>nm 1039

Qy 1142 ccctggaactcatgcagtaccttectcagea 1172

FETEENEEg i 1 11
Db 1040 CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1070

RESULT 8
US-08-767-942A-22
Sequence 22, Application US/08767942A
Patent No. 6068982
GENERAL INFORMATION:
APPLICANT: Rolfe, Mark
H APPLICANT: Chiu, M. Isabel
APPLICANT: Berlin, Vivian
APPLICANT: Damagnez, Veronique
APPLICANT: Draetta, Giulio
APPLICANT: Guillaume, Cottarel
TITLE OF INVENTION: UBIQUITIN CONJUGATING ENZYMES
NUMBER OF SEQUENCES: 45
CORRESPONDENCE ADDRESS:
ADDRESSEE: FOLEY, HOAG & ELIOT LLP
STREET: One Post Office Square
CITY: Boston
STATE: MA
COUNTRY: USA
; ZIP: 02109-2170
; COMPUTER READABLE FORM:
MEDIUM TYPE: Floppy disk
COMPUTER: 1IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.30
CURRENT APPLICATION DATA:
APPLICATION NUMBER: Us/08/767,942a
FILING DATE: 17-DEC-1996
ATTORNEY /AGENT INFORMATION:
NAME: Vincent, Matthew P.
REGISTRATION NUMBER: 36,709
REFERENCE/DOCKET NUMBER: MIV-029.04
TELECOMMUNICATION INFORMATION:
TELEPHONE : 617-832-1000
. TELEFAX: 617-832-7000
INFORMATION FOR SEQ ID NO: 22:
SEQUENCE CHARACTERISTICS:
LENGTH: 1181 base pairs
TYPE: nucleic acid
; STRANDEDNESS: both
; TOPOLOGY: linear
; MOLECULE TYPE: CDNA
; FEATURE:
; NAME/KEY: CDS
; LOCATION: 1..1179
cm-ow-umq-w»u>-ww

;
i
;
;



Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
ay
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

RE:!

Tue Aug 14 11:34:23 2001

Query Match
Best Local Similarity

Matches

18.1%; Score 242.6; DB 3;
58.2%; Pred. No. 1.7e-63;
Conservative 0; Mismatches 324;

Length 1181;

472; Indels 15;

Gaps

362 ctccatcacccgccatccecctccaacaccgactacccaggeccgcacagtttegacgtgt 421°

275
422
335
482
395
542
455
602
515
662
569
722
629
782
689
842
749
902
809
962
869
1022
929
1082
980
1142
1040

SULT

Pl b e LTELE 1] Ik il
CCCTGTCATCTTCTGTCCCTTCCCAGAAAACCTACCAGGGCAGCTACGGTTTCCGTCTGG

ccttccagcagtcgagcacegecaagteggecacctggacgtattecactgaactgaaga
I I N I N N N N e
GCTTCTTGCATTCTGGGACAGCCAAGTCTGTGACTTGCACGTACTCCCCTGCCCTCAACA

aactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccaccte
I N N AN i e 111 (AN
AGATGTTTTGCCAACTGGCCAAGACCTGCCCTGTGCAGCTGTGGGTTGATTCCACACCCC

ctcagggagctgttateccgegecatgectgtectacaaaaaagctgagcacgtcacggagg

1111 N N N e N N Ny
CGCCCGGCACCCGCGTCCGCGCCATGGCCATCTACAAGCAGTCACAGCACATGACGGAGG

tggtgaagcggtgccccaaccatgagctgagecgtgaattcaacgagggacagattgece
LR T el bt I I N Al
TTGTGAGGCGCTGCCCCCACCATGAGCGCTGCTCAGATAGCGATG- -~~~ - GTCTGGCCC

ctcctagtcatttgattcgagtagaggggaacagecatgceccagtatgtagaagatceca

L PO e et 111 LR )T |
CTCCTCAGCATCTTATCCGAGTGGAAGGAAATTTGCGTGTGGAGTATTTGGATGACAGAA

tcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattca
11 LR NN A A R N N R N A RN N e
ACACTTTTCGACATAGTGTGGTGGTGCCCTATGAGCCGCCTGAGGTTGGCTCTGACTGTA

cgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgecgte
[ PEREY 1 1)
CCACCATCCACTACAACTACATGTGTAACAGTTCCTGCATGGGCGGCATGAACCGGAGGC

caattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgetget
B A AN 0 by [
CCATCCTCACCATCATCACACTGGAAGACTCCAGTGGTAATCTACTGGGACGGAACAGCT

ttgaggcccggatctgtgecttgecccaggaagagacaggaaggcggatgaagatagceatca
FVERRE 0 TV R v b e e EAL Il
TTGAGGTGCGTGTTTGTGCCTGTCCTGGGAGAGACCGGCGCACAGAGGAAGAGAATCTCC

gaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgcecgtttegte
el | [ 1l | Pl e 0l
GCAAGAAAGGGGAGCCTCACCACGAGCTGCCCCCAGGGAGCACTAAGCGAGCACTGCCCA

agaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaac

ey | [y 11 b e I
ACAACAC-=----==-=-- CAGCTCCTCTCCCCAGCCAAAGAAGAAACCACTGGATGGAGAAT

tgttatacttaccagtgaggggccgtgagacttatgaaatgetgttgaagatcaaagagt
(g I bl [ (I
ATTTCACCCTTCAGATCCGTGGGCGTGAGCGCTTCGAGATGTTCCGAGAGCTGAATGAGG

ccctggaactcatgcagtaccttectcageca 1172

RN R A R
CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1070

US-08-184-009-215

Sequence 215,
Patent No.

Application US/08184009
5833975

GENERAL INFORMATION:

APPLICANT:
APPLICANT:
APPLICANT:
TITLE OF INVENTION:
NUMBER OF SEQUENCES:

Paoletti, Enzo

Tartaglia, James

Cox, William I.

RECOMBINANT VIRUS IMMUNOTHERAPY
217

334
481
394
541
454
601
514
661
568
721
628
781
688
841
748
901
808
961
868
1021
928
1081
979
1141
1039

2;

;

us-09-670-568b-2_copy_145_1488.rni

CORRESPONDENCE ADDRESS:

ADDRESSEE:
STREET :
CITY:

Curtis, Morris & Safford
530 Fifth Avenue
New York

STATE: NY

COUNTRY :
ZIP:

usa
10036

COMPUTER READABLE FORM:

MEDIUM TYPE:
COMPUTER:
OPERATING SYSTEM:
SOFTWARE:

Floppy disk

IBM PC compatible

PC-DOS/MS-DOS

PatentIn Release #1.0, Version #1.25

CURRENT APPLICATION DATA:

APPLICATION NUMBER:
FILING DATE:
CLASSIFICATION:

us/08/184,009
19-JAN-1994
435

ATTORNEY /AGENT INFORMATION:

NAME :
REGISTRATION NUMBER:
REFERENCE/DOCKET NUMBER:

William S.
25,506
454310-2530

Frommer,

TELECOMMUNICATION INFORMATION:

TELEPHONE :

TELEFAX:

TELEX:
INFORMATION FOR SEQ ID NO:

(212) 840-3333
(212) 840-0712
425066CURTMS
215:

SEQUENCE CHARACTERISTICS:

LENGTH:
TYPE:
STRANDEDNESS :
TOPOLOGY :
MOLECULE TYPE:

1182 base pairs
nucleic acid
single
linear
CcDNA

US-08-184-009-215

Query Match
Best Local Similarity

Matches

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

362
275
422
335
482
395
542
455

602

662
569
722
629
782
689
842
749

18.1%;
58.2%;
Conservative 0;

Score 242.6; DB 2;
Pred. No. 1.7e-63;
Mismatches 324;

Length 1182;

472; Indels 15;
ctccatcaccecgecatcccctccaacaccgactacccaggeccgcacagtttegacgtgt

[ N O A N RN S TR B Lreee [EEAREE B!
CCCTGTCATCTTCTGTCCCTTCCCAGAAAACCTACCAGGGCAGCTACGGTTTCCGTCTGG

ccttccagcagtcgagcaccgccaagteggecacctggacgtattecactgaactgaaga

IR N R RN N A N N O S N R R e e e
GCTTCTTGCATTCTGGGACAGCCAAGTCTGTGACTTGCACGTACTCCCCTGCCCTCAACA

aactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaceccaccte

O N N N NN A N Y Pl Ll
AGATGTTTTGCCAACTGGCCAAGACCTGCCCTGTGCAGCTGTGGGTTGATTCCACACCCC

ctcagggagctgttateccgegecatgectgtctacaaaaaagctgagcacgtcacggagg
[ AR N O T N AR A A B NN Y
CGCCCGGCACCCGCGTCCGCGCCATGGCCATCTACAAGCAGTCACAGCACATGACGGAGG

tggtgaagcggtgccccaaccatgagetgagecgtgaattcaacgagggacagattgecee
Frrrr rer v rvereinnl Il Il b [BRAER
TTGTGAGGCGCTGCCCCCACCATGAGCGCTGCTCAGATAGCGATG- -~~~ GTCTGGCCC

ctcctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatceca
(iR PEEC e b e 1l [y FELEL 1 T |
CTCCTCAGCATCTTATCCGAGTGGAAGGAAATTTGCGTGTGGAGTATTTGGATGACAGAA

tcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattca
(R VOVe et e e eeeener b b e |
ACACTTTTCGACATAGTGTGGTGGTGCCCTATGAGCCGCCTGAGGTTGGCTCTGACTGTA

cgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgecgte
[ PECEE 0 TErerrrennd Ll e e rererere 1l
CCACCATCCACTACAACTACATGTGTAACAGTTCCTGCATGGGCGGCATGAACCGGAGGC

caattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgctget

N S N R A I e | 111
CCATCCTCACCATCATCACACTGGAAGACTCCAGTGGTAATCTACTGGGACGGAACAGCT

Page

Gaps

421
334
481
394
541
454
601
514
661
568
721
628
781
688
841
748
901
808

2;
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H SEQUENCE CHARACTERISTICS:

Qy 902 nnmmmonoomawﬁnﬁ@ﬁmﬂﬁﬁnnoomommmmmmmommmmwmaoommﬁmmmumnmmomnom 961 ; LENGTH: 1182 base pairs
PIAETT L 0 i 1) 110t FLELLE NI I ; TYPE: nucleic acid
Db 809 eenromennmenaeaoenooenano9000>Q»Q>0oamomowo>m>mm>>m>m>>eoeoo 868 ; STRANDEDNESS: double
H TOPOLOGY: linear
Qy 962 wwmmmnmmomwmﬁnnommmnmmnmommmmmmoomnmmnmonmoomm@omooooﬁﬂﬁomﬁo 1021 H MOLECULE TYPE: DNA (genomic)

P | [ [ | IR US-08-484-956-92
Db 869 GCAAGAAAGGGGAGCCTCACCACGAGCTGCCCCCAGGGAGCACTAAGCGAGCACTGCCCA 928

Qy 1022 mmmmnwnmownumﬂmﬂoommmﬁ@mowﬁnomnnmmommwoummumnoooommmﬁmmnmmmo 1081 Query Match 18.1%; Score 242.6; DB 2; Length 1182;
[BEANRN | [ I Fh L e g Best Local Similarity 58.2%; Pred. No. 1.7e-63;
Db 929 ACAACAC-----=---- o>noenonqnonnvonn>w>n»>o>>>on>0emo>eoo>m>>e 979 Matches 472; Conservative 0; Mismatches 324; 1Indels 15; Gaps 2;
Qy 1082 nmnnmnmnnnmnnmmnmmmmwmoomﬁmmmmonﬁmnmmmmﬁmnnmﬁnammamnowmmmm@ﬁ 1141 Qy 362 nnnomnnmoonmoownonoonoommnmnommnﬁmnnnwaooonoomomomﬂnoamomﬂan 421
1 [ Lol (AR IR NI LEVEY 1 et Al
Db 980 >eeHn>onoeao>n>ennnemnmoman>mnmnaenmbnbenee000>n>n0&o»>eO>Qm 1039 Db 275 onoaoeowe0ea0anﬂOOoeenOO>O»>$>OOewnnbnoon>ooe>nnmeeenooeneoa 334
Qy 1142 ccctggaactcatgcagtaccttectcagea 1172 Qy 422 nnﬁnoommommnomwaomonaoomwmnommnomoonoamomnmﬁﬁoomnﬁmmmonnmmmm 481
PERTEEEEIn 1t 1 | LV 1ty 1) VEIUL 0L T i e e 1
Db 1040 CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1070 Db 335 moeeoeenn»eaoemom>0vnoo»>oaoaoqn>oeemnwoneboaonnneonnoen>>n> 394
Qy 482 mmonnﬁmOHQOQmmmnnoommmomnmﬁmoooomnnommmﬂommmwnmmﬁmuonoanOﬁo 541
RESULT 10 ) [ LD LE e e oy 1 Ve
US-08-484-956-92 Db 395 »mvaneeaennny»naoonnvbnwooanoonameonwmoamemmmeqm>aqnown>noon 454
; Sequence 92, Application US/08484956
; Patent No. 5843654 Qy 542 oﬁommamwmoamnnmﬂoomomnnmﬂ@nnnmnoﬁwnmmmmmmmonmmmnmocnnmomomoo 601
i GENERAL INFORMATION: I It N N N N T
H APPLICANT: DAHLBERG, JAMES E. Db 455 Omonnnmn>nnomomenomnmon>emonn>qoe>n>>mn>meo>n>00>o>amvnmowom 514
; APPLICANT: LYAMICHEV, VICTOR I.
H APPLICANT: BROW, MARY ANN D. Qy 602 ﬁomﬁmmmcoooﬁooooommnomn@mQOﬁmmmonoﬁnmmﬁﬁommnamamamommmﬁnmonn 661
; APPLICANT: OLDENBURG, MARY C. VLY T Tt vt I 1 [N AR
H APPLICANT: HEISLER, LAURA . Db 515 aenen»omoooennnoao>no>eo>nonnenoeo>o>e>nnn>ao ...... GTCTGGCCC 568
H TITLE OF INVENTION: DETECTION OF p53 MUTATIONS .
; NUMBER OF SEQUENCES: 114 Qy 662 ononnmonomnﬁwwmﬁﬁﬁ@ﬂ@ﬁﬁmmmmmmmmowmonmﬁmnnnwonmﬁmnmmmwmmnnoow 721
; CORRESPONDENCE ADDRESS : e FEEE T e 1t (A PEEEE T |
H ADDRESSEE: HAVERSTOCK, MEDLEN & CARROLL Db 569 oeOnaownoyeOee>aoonmmeomb>omw>>eHHQonememmvnebeeeom>en>o>m>> 628
; STREET: 220 MONTGOMERY STREET, SUITE 2200
H CITY: SAN FRANCISCO Qy 722 nnmowmmmmmmomummn@ﬁcoﬁomnmooﬁnmnmmmonmnnoommmnﬁooomnnowmdnnm 781
; STATE: CALIFORNIA 1 LIt PIDVELE UL LRt ok L0t 1t o |
; COUNTRY: UNITED STATES OF AMERICA Db 629 wnwoeeeen®>O>e>meoemmemoannnnewem>moonooe®>®oeem®oenen>nene> 688
H ZIP: 94104
H COMPUTER READABLE FORM: Qy 782 ommomononnwdwommnﬁnomnoﬁmnmmnmmommnnmnmnﬂmwmmmmmnmwwnomnnonn 841
; MEDIUM TYPE: Floppy disk e ol ! [IEARE Tl PLb R e 1 ’
H COMPUTER: 1IBM PC compatible Db 689 Oowoo>eOO>Oe>n>>ne>0benene>&n>meaonHoO>eommnmoo>embbnnmnbmon 748
H OPERATING SYSTEM: PC-DOS/MS-DOS -
; SOFTWARE: PatentIn Release #1.0, Version #1.25 Oy 842 ommnﬁﬂnmmﬂomnnmﬁnmowowmmmmwooummmmﬂmmmowmoﬁnnﬁmmonoomnmononﬁ 901
; CURRENT APPLICATION DATA: DALt 4 | I 11 b
; APPLICATION NUMBER: Us/08/484,956 Db 749 00>enoeO>Oo>eo>eo>0wnemmbbmwnennbmenne>>eoe>oemnm>nnob>owmoa 808
; FILING DATE: :
; CLASSIFICATION: 435 ) Qy 902 nnawmmooommmﬁonmnooﬁnonoomm@mwmwmmnmmawmaooommnmmwomnmmnmﬁom 961
; PRIOR APPLICATION DATA: PVLEEE L e bt 0 1y 1 AR 11
H APPLICATION NUMBER: US 08/402,601 Db 809 eaovnoemomeoaeenanooemeoneoQn>n>o>Ooomoon>n>o>nn>>n>o>>eneon 868
H FILING DATE: 09-MAR-1995
; PRIOR APPLICATION DATA: Qy 962 QmmmaommommmnnﬁoQOOQOﬁmnmmmmmmnmmnwwnmmnmnommmomooomnﬁnnmﬁo 1021
; APPLICATION NUMBER: US 08/337,164 [ | Il [ | v
H PILING DATE: 09-NOV-1994 Db 869 oO>>nbbbnonn>oOnenbnD>OQwmoemooono>nao>mo>08>>nnn>mnbnemnnow 928
; PRIOR APPLICATION DATA:
; APPLICATION NUMBER: US 08/254,359 Qy 1022 mmmmnmnmnmnmmﬁmnnnmmmﬁmmnwﬁonmﬁommmwmmommmomnnnoommwnomﬁommo 1081
; FILING DATE: 06-JUN-1994 [BRERRA | Ll I I i
; PRIOR APPLICATION DATA: Db 929 ACAACAC--------- n>mneoneoenooOwonO>>>Q>>ow>>nn>0eoo»eom>m>>e 979
; APPLICATION NUMBER: US 08/073,384
; FILING DATE: 04-JUN-1993 Qy 1082 ﬁmﬁﬁmnmonnwoomoﬁamonooooanommmonnmnammmnannmnnmmmomnnwmmmmmn 1141
H PRIOR APPLICATION DATA: A 1] It Lot FEY 0
APPLICATION NUMBER: US 07/986,330 Db 980 >eeeo>0OneeObnbanonemnnnmeo>ooonaaonbo>eoeennnbn>onen>>en>mm 1039
FILING DATE: 07-DEC-1992
ATTORNEY/AGENT INFORMATION: Qy 1142 ccctggaactcatgcagtaccttectcagea 1172
NAME: CARRPOLL ], PETER G. N IR 1 N

REGISTRATION NUMBER: 32,837 Db 1040 CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1070
REFERENCE/DOCKET NUMBER: FORS-01801
TELECOMMUNICATION INFORMATION:
TELEPHONE: (415) 705-8410 RESULT 11
TELEFAX: (415) 397-8338 US-08-484-956-94
INFORMATION FOR SEQ ID NO: 92: i Sequence 94, Application US/08484956




1
Tue Aug 14 11:34:23 2001

Query Match
Best Local Similarity

Patent No. 5843654
GENERAL INFORMATION:

APPLICANT: DAHLBERG, JAMES E.
APPLICANT: LYAMICHEV, VICTOR I.
APPLICANT: BROW, MARY ANN D.
APPLICANT: OLDENBURG, MARY C.
APPLICANT: HEISLER, LAURA

TITLE OF INVENTION:

DETECTION OF p53 MUTATIONS

NUMBER OF SEQUENCES: 114
CORRESPONDENCE ADDRESS:

ADDRESSEE: HAVERSTOCK, MEDLEN & CARROLL
STREET: 220 MONTGOMERY STREET, SUITE 2200
CITY: SAN FRANCISCO

STATE: CALIFORNIA

COUNTRY: OUNITED STATES OF AMERICA

ZIP: 94104

COMPUTER READABLE FORM:

MEDIUM TYPE:

Floppy disk

COMPUTER: 1IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.25

CURRENT APPLICATION DATA:

APPLICATION NUMBER:

Us/08/484,956

FILING DATE:
CLASSIFICATION: 435
PRIOR APPLICATION DATA:

APPLICATION NUMBER:
FILING DATE:

Us 08/402,601
09-MAR-1995

PRIOR APPLICATION DATA:

APPLICATION NUMBER:
FILING DATE:

US 08/337,164
09-NOV-1994

PRIOR APPLICATION DATA:

APPLICATION NUMBER:
FILING DATE:

Us 08/254,359
06-JUN-1994

PRIOR APPLICATION DATA:

APPLICATION NUMBER:
FILING DATE:

Us 08/073,384
04-JUN-1993

PRIOR APPLICATION DATA:

APPLICATION NUMBER:
FILING DATE:

Us 07/986,330
07-DEC-1992

ATTORNEY/AGENT INFORMATION:

NAME :
REGISTRATION NUMBER:
REFERENCE/DOCKET NUMBER:

CARRPOLL ], PETER G.
32,837
FORS-01801

TELECOMMUNICATION INFORMATION:

TELEPHONE:
TELEFAX:

(415) 705-8410
(415) 397-8338

INFORMATION FOR SEQ ID NO: 94:
SEQUENCE CHARACTERISTICS:

LENGTH:
TYPE:
STRANDEDNESS :
TOPOLOGY :
MOLECULE TYPE:
S-08-484-956-94

Matches

Qy
Db
Qy
Db
Qy
Db

362
275
422
335
482
395

1182 base pairs
nucleic acid
double
linear
DNA (genomic)

18.1%;
58.2%;
472; Conservative

Score 242.6; DB 2;
Pred. No. 1.7e-63;
0; Mismatches 324;

Length 1182;
Indels 15; Gaps

ctccatcaccegeccatcecectecaacacegactacccaggecegcacagtttegacgtgt 421

S N N N N [ENENENEY JERARN 11
CCCTGTCATCTTCTGTCCCTTCCCAGAAAACCTACCAGGGCAGCTACGGTTTCCGTCTGG 334

ccttecagcagtecgagcacegccaagteggecacctggacgtattccactgaactgaaga 481

L N N L N O T A NN e N N A A
GCTTCTTGCATTCTGGGACAGCCAAGTCTGTGACTTGCACGTACTCCCCTGCCCTCAACA 394

aactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccaccte 541
N R N R A AR A 1t (AR
AGATGTTTTGCCAACTGGCCAAGACCTGCCCTGTGCAGCTGTGGGTTGATTCCACACCCC 454

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

RE.

i
H
;
‘

us-09-670-568b-2_copy_145_1488.rni

542
455
602
515
662
569
722
629
782
689
842
749
902
809
962
869
1022
929
1082
980
1142
1040

ctcagggagctgttatccgegccatgectgtctacaaaaaagectgagcacgtcacggagg 601

I RN N NN O e N s sy
CGCCCGGCACCCGCGTCCGCGCCATGGCCATCTACAAGCAGTCACAGCACATGACGGAGG 514

tggtgaagcggtgccccaaccatgagctgagccgtgaattcaacgagggacagattgece 661

P | 111 i It 1l |11 111
TTGTGAGGCGCTGCCCCCACCATGAGCGCTGCTCAGATAGCGATG- - - - = - GTCTGGCCC 568

ctcctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatccca 721

111 FEE T TR Iy 1 |11 FRLET 1T L |
CTCCTCAGCATCTTATCCGAGTGGAAGGAAATTTGCGTGTGGAGTATTTGGATGACAGAA 628

tcacaggaagacagagtgtgctggtaccttatgageccacecccaggttggcactgaattca 781

1 LR CLETED TR E L e o by el 1|
ACACTTTTCGACATAGTGTGGTGGTGCCCTATGAGCCGCCTGAGGTTGGCTCTGACTGTA 688

cgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgccgte 841
A PEAEL L P Ererinnt Lt e tirerere 1l
CCACCATCCACTACAACTACATGTGTAACAGTTCCTGCATGGGCGGCATGAACCGGAGAC 748

caattttaatcattgttactctggaaaccagagatgggcaagtcctgggecgacgetget 901

A S A I A NN N N O AN
CCATCCTCACCATCATCACACTGGAAGACTCCAGTGGTAATCTACTGGGACGGAACAGCT 808

ttgaggcccggatctgtgettgeccaggaagagacaggaaggeggatgaagatagcatca 961
PEVEE e e el e e el AR I
TTGAGGTGCGTGTTTGTGCCTGTCCTGGGAGAGACCGGCGCACAGAGGAAGAGAATCTCC 868

gaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagegecegtttcgte 1021

SN | 10t [ | P
GCAAGAAAGGGGAGCCTCACCACGAGCTGCCCCCAGGGAGCACTAAGCGAGCACTGCCCA 928

agaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaac 1081

SRy | |11 il P e
ACAACAC--------~ CAGCTCCTCTCCCCAGCCAAAGAAGAAACCACTGGATGGAGAAT 979

tgttatacttaccagtgaggggccgtgagacttatgaaatgetgttgaagatcaaagagt 1141

U [y I n SERERE Y
ATTTCACCCTTCAGATCCGTGGGCGTGAGCGCTTCGAGATGTTCCGAGAGCTGAATGAGG 1039

ccctggaactcatgcagtaccttcctecagea 1172

L o R N B N
CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1070

SULT 12

US-08-757-653-92

Sequence 92, Application US/08757653
Patent No. 5843669

GENERAL INFORMATION:

APPLICANT: Kaiser, Michael W.
APPLICANT: Lyamichev, Victor I.
APPLICANT: Lyamichev, Natasha

TITLE OF INVENTION:
TITLE OF INVENTION:

Cleavage Of Nucleic Acid Using
Thermostable FEN-1 Endonucleases

NUMBER OF SEQUENCES: 190
CORRESPONDENCE ADDRESS:

ADDRESSEE: Medlen & Carroll, LLP

STREET: 220 Montgomery Street, Suite 2200
CITY: San Francisco .
STATE: California

COUNTRY: United States Of America

ZIP: 94104

COMPUTER READABLE FORM:

MEDIUM TYPE:

Floppy disk

COMPUTER: IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.30

CURRENT APPLICATION DATA:

APPLICATION NUMBER:

Us/08/757,653

FILING DATE:
CLASSIFICATION: 435
ATTORNEY /AGENT INFORMATION:

Page 9
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NAME :
REGISTRATION NUMBER:
REFERENCE/DOCKET NUMBER:

Diane E.
40,027
FORS-02565

Ingolia,

TELECOMMUNICATION INFORMATION:

TELEPHONE:
TELEFAX:

(415) 705-8410
(415) 397-8338

INFORMATION FOR SEQ ID NO: 92:
SEQUENCE CHARACTERISTICS:

LENGTH:
TYPE:

; STRANDEDNESS :
H TOPOLOGY :
; MOLECULE TYPE:
US-08-757-653-92

1182 base pairs
nucleic acid
double
linear
DNA (genomic)

Query Match 18.1%; Score 242.6; DB 2; Length 1182;

Best Local Similarity 58.2%; Pred. No. 1.7e-63;

Matches 472; Conservative 0; Mismatches 324; 1Indels 15; Gaps
Qy 362 onnnmﬁnmnnnanomnnonnnnowmnmnommonmonnmmmooomomowmﬁnﬁommooﬁmm 421
Db 275 ColTGHCATETIETOHAE TR CAGAARACE ARG HAGCTA LR CoTC G 334
Qy 422 onﬁﬁoommnmmﬁnowmomonmnommnnnanoomoonmomoonmﬂdnomonammnnmmmmm 481
Db 335 GETTCTICCATICTORGACACEEAR I TAT A TR AL ACHA chbco il 304
Qy 482 mmonoawoﬁonommwnﬁcnmwmmwomnaonnomﬁonwmmnnmmomﬁomnomnooowQOﬁo 541
Db 395 AGATGITTIGACAACHGGCCARGALCTGLMbTGTabAChoTab b TaaTTcabAC et 454
Qy 542 Oﬁnmmommmnnoﬁnwnnamomnnmnmﬂﬂﬁmﬁnﬂmommmmmmmoﬁwmonmomnomnmmmmm 601

I PLLLLLLLELE L e b 0 i 1l

Db 455 CGCCCGGCACCCGCGTCCGCGCCATGGCCATCTACAAGCAGTCACAGCACATGACGGAGG 514

Qy 602 nmmﬁmmmmnoanmonoommnomnammnﬁmmmoo@ﬂwmmﬁﬁowmoammommomumnﬁoooo 661

Db 515 TIGTOAGGCMCTECLEECALEATEAL CTE TCALATAGRGAT - - - -GreRcbbt 568

Qy 662 ononnwnﬁomﬁﬂnmmﬁnommmnmammomommnmmoomnmnonmoﬂmﬁmnwommmmﬁonom 721

Db 569 CTCCICAGEATCTTATCEAACTOOAAGEAMATTTGAC TG A A TR AT ACAGAA 626

Qy 722 nnmnmoammnmnmmmanmﬁonﬂmmﬂmooﬂﬂmnmmmnnmnnnommmnnmmomnnmmmﬁnom 781

Db 625 ACACTTTICOACATAGTISGT TG et MR b T A R bk hoh 6ss

Qy 782 owmnmmﬁnnﬁmnmnwwﬁnﬁnmnon@ﬁmmom@ommnﬁmﬁmnnmomomomﬁ@mmnnonoono 841

Db 669 CCACCATCCACTACAACTACATCIGTARCAGTTCCRbCA T uccAR AR oAbat 748

Qy 842 caattttaatcattgttactctggaaaccagagatgggcaagtcctgggecgacgetget 901

Db 749 CCATCCICACEAICATCACALTECARGACTCCAGTAATANTC A R ea kb cArdaGr 808

Qy 902 ttgaggcccggatetgtgcttgcccaggaagagacaggaaggcggatgaagatagcatca 961

Db 809 TTGACTOMOTOMTRCIGLCTETClTE AR CHACaCAA A GO AGAATCRCC 868

Qy 962 gaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagegecegtttegte 1021
Db 869 mop%m>%>mmmm>00%60%mn>005009WOOMOO>Mnm>mow%e%%m%m>oM§0%awoov 928

Qy 1022 agaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaac 1081
Db 920 ACAACAL------o-- CAGCTCCRETCALCAGCCARAGARGANACEALTG A HhGAGAAT 976

Qy 1082 nonﬁmnmnnﬁmnow@nomomo@ooaﬁmmmmoﬁnmﬁmmwmnonnonﬁommmmnnmmwmmmﬁ 1141
Db 980 be%%O>OMO%HM§Q>%OOMeM%OOO&M%MOQO%eOM%O%%%H%OOO>O%MO%Q%ﬁewwmm 1039
Qy 1142 ccctggaactcatgcagtaccttectcagea 1172

2;

Db

RE

us-09-670-568b-2_copy_145_1488.rni

1040

SULT 13

I LI 1| I [
CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1070

US-08-757-653-94

i

Sequence 94,
Patent No.

Application US/08757653
5843669

GENERAL INFORMATION:

APPLICANT:
APPLICANT:
APPLICANT:
TITLE OF INVENTION:
TITLE OF INVENTION:
NUMBER OF SEQUENCES:

Kaiser, Michael W.

Lyamichev, Victor I.

Lyamichev, Natasha

Cleavage Of Nucleic Acid Using

Thermostable FEN-1 Endonucleases
190

CORRESPONDENCE ADDRESS:

ADDRESSEE:
STREET:

Medlen & Carroll, LLP
220 Montgomery Street, Suite 2200

CITY: San Francisco

STATE: California

COUNTRY: United States Of America
ZIP: 94104

COMPUTER READABLE FORM:

MEDIUM TYPE:

Floppy disk

COMPUTER: IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.30

CURRENT APPLICATION DATA:

APPLICATION NUMBER:

Us/08/757,653

FILING DATE:
CLASSIFICATION: 435
ATTORNEY/AGENT INFORMATION:

NAME :
REGISTRATION NUMBER:
REFERENCE/DOCKET NUMBER:

Diane E.
40,027
FORS-02565

Ingolia,

TELECOMMUNICATION INFORMATION:

TELEPHONE:
TELEFAX:

(415) 705-8410
(415) 357-8338

INFORMATION FOR SEQ ID NO: 94:
SEQUENCE CHARACTERISTICS:

LENGTH:
TYPE:
STRANDEDNESS :
TOPOLOGY :
MOLECULE TYPE:

1182 base pairs
nucleic acid
double
linear
DNA (genomic)

US-08-757-653-94

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

Qy

Page 10

Query Match 18.1%; Score 242.6; DB 2; Length 1182;
Best Local Similarity 58.28%; Pred. No. 1.7e-63;
Matches 472; Conservative 0; Mismatches 324; 1Indels 15; Gaps
362 ctccatcacccgccatcccctccaacaccgactaccecaggeccgcacagtttegacgtgt 421
R AR KRN [EERARAE I
275 CCCTGTCATCTTCTGTCCCTTCCCAGAAAACCTACCAGGGCAGCTACGGTTTCCGTCTGG 334
422 ccttcecagcagtegagcaccgccaagteggcecacctggacgtattecactgaactgaaga 481
N N N N N I IR e e
335 GCTTCITGCATTCTGGGACAGCCAAGTCTGTGACTTGCACGTACTCCCCTGCCCTCAACA 394
482 aactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaceccaccte 541
[N A R NN A A NN A A [ I
395 AGATGTTTTGCCAACTGGCCAAGACCTGCCCTGTGCAGCTGTGGGTTGATTCCACACCCC 454
542 ctcagggagctgttatccgegecatgectgtctacaaaaaagetgagcacgtcacggagg 601
[ NS N R N e e e R N e AR
455 CGCCCGGCACCCGCGTCCGCGCCATGGCCATCTACAAGCAGTCACAGCACATGACGGAGG 514
602 ﬁ@@ﬁmmmaomnﬁ@nonomwonmﬁmmmnnommonmnmmmﬁnnwmnmmmommnmmman@ﬂﬂw 661
e L crertr el Il 11 [ I
515 TTGTGAGGCGCTGCCCCCACCATGAGCGCTGCTCAGATAGCGATG -~ -+~~~ GTCTGGCCC 568
662 ctcctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatecca 721
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1111 TOE L HE e b i i 111 (RN | ; INFORMATION FOR SEQ ID NO: 215:

Db 569 CTCCTCAGCATCTTATCCGAGTGGAAGGAAATTTGCGTGTGGAGTATTTGGATGACAGAA 628 ; SEQUENCE CHARACTERISTICS:
i LENGTH: 1182 base pairs
Qy 722 tcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattca 781 ; TYPE: nucleic acid
1 PO PR Ere e et e retrer e 1 i STRANDEDNESS: single
Db 629 ACACTTTTCGACATAGTGTGGTGGTGCCCTATGAGCCGCCTGAGGTTGGCTCTGACTGTA 688 H TOPOLOGY: linear
; MOLECULE TYPE: CDNA
Qy 782 cgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgecgte 841 US-08-458-356-215
S [CEEE e L e e 1l
Db 689 CCACCATCCACTACAACTACATGTGTAACAGTTCCTGCATGGGCGGCATGAACCGGAGAC 748
Query Match 18.1%; Score 242.6; DB 2; Length 1182;
Qy 842 caattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgetget 901 Best Local Similarity 58.2%; Pred. No. 1.7e-63;
R I N A AR N A | I 11l Matches 472; Conservative 0; Mismatches 324; Indels 15; Gaps 2;

Db 749 CCATCCTCACCATCATCACACTGGAAGACTCCAGTGGTAATCTACTGGGACGGAACAGCT 808
Qy 362 ctccatcaccecgecatcccctccaacaccgactacccaggeccgcacagtttcgacgtgt 421
Qy 902 ttgaggcccggatctgtgcttgcccaggaagagacaggaaggcggatgaagatagecatca 961 ot PEEE 1 (AN Il

I I b v e el AR I Db 275 CCCTGTCATCTTCTGTCCCTTCCCAGAAAACCTACCAGGGCAGCTACGGTTTCCGTCTGG 334
Db 809 TTGAGGTGCGTGTTTGTGCCTGTCCTGGGAGAGACCGGCGCACAGAGGAAGAGAATCTCC 868 :

Qy 422 ccttccagcagtegagcaccgecaagtcggecacctggacgtattccactgaactgaaga 481
Qy 962 gaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagegecegtttegte 1021 RN N R R AR A NN R I A A N A e A e
Lo [ [ ! e oo Db 335 GCTTCTTGCATTCTGGGACAGCCAAGTCTGTGACTTGCACGTACTCCCCTGCCCTCAACA 394
Db 869 GCAAGAAAGGGGAGCCTCACCACGAGCTGCCCCCAGGGAGCACTAAGCGAGCACTGCCCA 928 ’
Qy 482 aactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccaccte 541
Qy 1022 agaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaac 1081 [ N A RN R R NN A R e A | I e
[BRANAN | I Il A Db 395 AGATGTTTTGCCAACTGGCCAAGACCTGCCCTGTGCAGCTGTGGGTTGATTCCACACCCC 454
Db 929 ACAACAC--------- CAGCTCCTCTCCCCAGCCAAAGAAGAAACCACTGGATGGAGAAT 979 .
Qy 542 ctcagggagctgttatccgegecatgectgtctacaaaaaagetgagcacgtcacggagg 601
Qy 1082 tgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagt 1141 [ PREyerreere e e 0 ke |
I N bbb e [ Iy Db 455 CGCCCGGCACCCGCGTCCGCGCCATGGCCATCTACAAGCAGTCACAGCACATGACGGAGG 514
Db 980 ATTTCACCCTTCAGATCCGTGGGCGTGAGCGCTTCGAGATGTTCCGAGAGCTGAATGAGG 1039

. Qy 602 tggtgaagcggtgccccaaccatgagetgagccgtgaattcaacgagggacagattgeee 661
Qy 1142 ccctggaactcatgcagtaccttcctcagea 1172 AR FELEEE TEEEIEntd I 1 I KRR

PE Ly 1 X [ Db 515 TTGTGAGGCGCTGCCCCCACCATGAGCGCTGCTCAGATAGCGATG- -~~~ - GTCTGGCCC 568
Db 1040 CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1070

Qy 662 ctcctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatccca 721
1 L e e e e 4 It e |

RESULT 14 . Db 569 CTCCTCAGCATCTTATCCGAGTGGAAGGAAATTTGCGTGTGGAGTATTTGGATGACAGAA 628
0S-08-458-356-215
; Sequence 215, Application US/08458356 . Qy 722 tcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattca 781
; Patent No. 5942235 I R RN A R A R N e A e NN A e
; GENERAL INFORMATION: Db 629 ACACTTTTCGACATAGTGTGGTGGTGCCCTATGAGCCGCCTGAGGTTGGCTCTGACTGTA 688
; APPLICANT: Paoletti, Enzo '
H APPLICANT: Tartaglia, James Qy 782 cgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgcegte 841
; APPLICANT: Cox, William I. [ PRV L e EEoob b ey 1l
; TITLE OF INVENTION: RECOMBINANT VIRUS IMMUNOTHERAPY Db 689 CCACCATCCACTACAACTACATGTGTAACAGTTCCTGCATGGGCGGCATGAACCGGAGGC 748
; NUMBER OF SEQUENCES: 217 .
H CORRESPONDENCE ADDRESS: Qy 842 caattttaatcattgttactctggaaaccagagatgggcaagtcctgggecgacgctget 901
; ADDRESSEE: Curtis, Morris & Safford e e e e 1l Il
H STREET: 530 Fifth Avenue Db 749 CCATCCTCACCATCATCACACTGGAAGACTCCAGTGGTAATCTACTGGGACGGAACAGCT 808
H CITY: New York
H STATE: NY Qy 902 ttgaggcccggatctgtgcttgcccaggaagagacaggaaggcggatgaagatagcatca 961
i COUNTRY: USA I RN ANy AN EERAN li
H zIP: 10036 Db 809 TTGAGGTGCGTGTTTGTGCCTGTCCTGGGAGAGACCGGCGCACAGAGGAAGAGAATCTCC B68
H COMPUTER READABLE FORM:
H MEDIUM TYPE: Floppy disk Qy 962 gaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgeccgtttegte 1021
i COMPUTER: IBM PC compatible [ | 1l [ | e v o1
; OPERATING SYSTEM: PC-DOS/MS-DOS Db 869 GCAAGAAAGGGGAGCCTCACCACGAGCTGCCCCCAGGGAGCACTAAGCGAGCACTGCCCA 928
H SOFTWARE: PatentIn Release #1.0, Version #1.25
H CURRENT APPLICATION DATA: Qy 1022 agaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaac 1081
; APPLICATION NUMBER: US/08/458,356 I il | o Hl Fer
; FILING DATE: 02-JUN-1995 : Db 929 ACAACAC---=~=--~--- CAGCTCCTCTCCCCAGCCAAAGAAGAAACCACTGGATGGAGAAT 979
H CLASSIFICATION: 424
i PRIOR APPLICATION DATA: Qy 1082 tgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagt 1141
; APPLICATION NUMBER: US 08/184,009 1 [ [ It e
; FILING DATE: 19-JAN-1994 bb 980 ATTTCACCCTTCAGATCCGTGGGCGTGAGCGCTTCGAGATGTTCCGAGAGCTGAATGAGG 1039
; ATTORNEY/AGENT INFORMATION:
H NAME: Frommer, William S. Qy 1142 ccctggaactcatgcagtaccttectcagea 1172
H REGISTRATION NUMBER: 25,506 e b o 1 1l |

REFERENCE/DOCKET NUMBER: 454310-2530 Db 1040 CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1070

TELECOMMUNICATION INFORMATION:
TELEPHONE: (212) 840-3333
TELEFAX: (212) 840-0712 RESULT 15
TELEX: 425066CURTMS US-08-796-101-46
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; Sequence 46, Application US/08796101 Qy 722 nomomommmomnmowoﬁon@ﬁﬁomnmOOﬁwmnmmooomnooowomﬁncmomonmwmﬁnnm 781
; Patent No. 6183752 111 PEVEETEREE VEEE T d e i 1111 [
;i GENERAL INFORMATION: Db 629 >O>OHHeenn>o>e>OHQHOOHOOHOODOebeoboonnooao>nneemaoenem>nane> 688
; APPLICANT: EPSTEIN, STEPHEN E.
; APPLICANT: FINKEL, TOREN . Qy 782 ommomoﬁoﬁnmﬁmommnnnomnonanmmnmcnmmﬁnmﬁmnﬁmmmommmnmmmnomonann 841
; APPLICANT: SPEIR, EDITH [ LEEEE L Lt L [
; APPLICANT: 2ZHOU, YI FU Db 689 OO>OO>eoowoe>0§>oe>0>amene>>nboeqooHnObemnmonnn>eow>oomm>onn 748
; APPLICANT: ZHU, JIANHUI
; APPLICANT: ERDILE, LORNE Qy 842 ommmﬁﬁﬁmwﬂnmnﬁoﬁnwnﬁOﬁmmmmmnomommmnmmoommmnnonmmaonamQQOﬁann 901
; APPLICANT: PINCUS, STEVEN N N N I T R L R TR A R [y
H TITLE OF INVENTION: RESTENOSIS/ATHEROSCLEROSIS DIAGNOSIS, Db 749 OODHO0eo>00>a0>60>0v0600>>0>neon>0HQQH>>GOH>QHGQQ>OQQ>>n>mne 808
H TITLE OF INVENTION: PROPHYLAXIS AND THERAPY
; NUMBER OF SEQUENCES: 184 Qy 902 ﬁﬁnmmaooommwﬁonmnmnﬁnmnoommmwmmmmmomwmwmmmooamnmmmmmﬁumomﬁnm 961
i CORRESPONDENCE ADDRESS : PVETE 0 0 LPere o g e krener 1 111 1 il
; ADDRESSEE: CURTIS, MORRIS & SAFFORD, P.C. Db 809 eeo>moeoomeneeHDHQOOaoenneonm>0>0§0000000>0>m>0m>>0wm>>anano 868
; STREET: 530 FIFTH AVENUE
; CITY: NEW YORK Qy 962 ummmmowonmwoﬁnnoammnmmnmommmwmmommﬁmmﬁmwﬁmnowmmamoonmﬁnﬁoono 1021
; STATE: NY R | Il B | IR [
; COUNTRY: USA : Db 869 nn>>nw>>mnnownnoao>nOPOO>00HOOOOOO>QOQ§QO»Oe>>mnnwmn>oeoooow 928
; 2IP: 10036 )
H COMPUTER READABLE FORM: Qy 1022 mommomomomnomnmnoommmnmwnmnonmnommwmmmnommmmnnoonmwmnamn@wmn 1081
i MEDIUM TYPE: Floppy disk P | [ 4 b ol 1
; COMPUTER: IBM PC compatible Db 929 ACAACAC--------- D>00enOeneoOOO>QOO>>>Q$>Q>$>OO>OHom>qQQ>Q>>6 979
; OPERATING SYSTEM: PC-DOS/MS-DOS
H SOFTWARE: PatentIn Release #1.0, Version #1.30 Qy 1082 ﬁoﬁnmﬂwOﬂﬁmoommﬁmmmmmmooanmmmmnnnmnmmmmﬁmnnmﬁﬁommamﬁOmmmowoﬁ 1141
i CURRENT APPLICATION DATA: I [ I Fole PEL I T
; APPLICATION NUMBER: Us/08/796,101 . Db 980 >eeen>nnoaenbo>enomemomooeo>mnmoee0nwm>eoaeOnn>m>mneo>>ao>mn 1039
FILING DATE: 05-FEB-1997
; CLASSIFICATION: 424 Qy 1142 ccctggaactcatgcagtaccttectecagea 1172
; ATTORNEY/AGENT INFORMATION : oLt 1 1 o1t
NAME: KOWALSKI, THOMAS J. Db 1040 CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1070

REGISTRATION NUMBER: 32,147
TELECOMMUNICATION INFORMATION:
TELEPHONE: (212) 840-3333
TELEFAX: (212) 764-5574 ! Search completed: August 10, 2001, 00:39:37
INFORMATION FOR SEQ ID NO: 46: Job time: 4060 sec
SEQUENCE CHARACTERISTICS:
LENGTH: 1182 base pairs
TYPE: nucleic acid
STRANDEDNESS: single
TOPOLOGY: linear
; MOLECULE TYPE: DNA (genomic)
US-08-796-101-46

i
H
;

Query Match 18.1%; Score 242.6; DB 4; Length 1182;
Best Local Similarity 58.2%; Pred. No. 1.7e-63;
Matches 472; Conservative 0; Mismatches 324; 1Indels 15; Gaps 2;

Qy 362 ononmnnmoonmocmnﬂﬂﬁﬂﬁnommounnmmonmnnomomonooomnmmnﬁnoomooﬁan 421

NI SN 1ol I
Db 275 CCCTGTCATCTTCTGTCCCTTCCCAGAAAACCTACCAGGGCAGCTACGETTTCCGTCTGR 334

Qy 422 oonnoomunwmﬁomm@owoomnnmmmnomaoomnnnwomnmnmnnoomon@mmonmmm@m 481
PILETEE T T 0 Tt o P e i
Db 335 Qoeeneenn>eqnammm>owmoo>>mqnemHmbneeno»nmewoenoooemnnoenbbov 394

Qy 482 mmonnnmonmonmmmnnmnmwmmmnmﬂmnooomﬂoomamﬁommuonmmﬁmmoooomoono 541

ot DL LT e 1t I VI
Db 395 AGATGTTTTGCCAACTGGCCAAGACCTGCCCTGTGCAGCTGTGGGTTGATTCCACACCCE 454

Qy 542 OﬁnwammmmnnmnnmﬁnnmonoomﬁmoOﬁmﬁnﬁmommmmmmmonomaomoannmooomao 601

NN PLVELLEELED L LLE T 0 (TH 1
Db 455 CGCCCGGCACCCGCGTCCGCGCCATGGCCATCTACARGCAGTCACAGCACATGACGGAGE 514

Qy 602 nmmﬁomumommnmonoomwonmﬁmwmnn@mmnomﬁ@mmmﬁommommnmmmnmomnnmooo 661
DLEEE 0T RLErer 1t I I (BRI [BRARE
Db 515 eemem>manmnemnoono>0n>eo>nnmnemoaa>m>&>mOm>eo ...... GTCTGGCCC 568

Qy 662 onnnnmmnomnﬁﬂmmﬁnnmm@nmmwomwummnmaoomnmooommnmnonmomwmmnnnom 721
T LR It 111 PLEEE a1 11 I
Db 569 nH00e0>mn>qneeben0n>naaob>mo»>>eeeoooaoeom>0e>eeeoo>embo>o>> 628
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OM nucleic - nucleic search, using sw model

Run on:

Title:
Perfect score:
Sequence:

Scoring table:

Searched:

August 9, 2001, 23:30:41 ; Search time 1394.72 Seconds
(without alignments)
9109.094 Million cell updates/sec

US-09-670-568B-2_COPY_145_1488
1344
1 atgtcccagagcacacagac..........caaaccgatcagtgtaccca 1344

IDENTITY_NUC
Gapop 10.0 , Gapext 1.0

10228115 seqs, 4726426750 residues

Total number of hits satisfying chosen parameters: 20456230

Minimum DB seq length: ©
Maximum DB seq length: 2000000000

Post-processing: Minimum Match 0%

Database

Maximum Match 100%
Listing first 45 summaries

EST:*
gb_estl:*
gb_est2:*
gb_est3:+*
gb_estd:+*
gb_est5:*
gb_est6:*
gb_est7:*
gb_estB:*
gb_est9:*
gb_estl0:*
gb_estll:*
: gb_estl2:*
13: gb_estl3:*
14: gb_estld:*
15: gb_estl5:*
16: gb_estl6:*
17: gb_estl7:*
18: gb_estl8:*
19: gb_estl9:*
20: gb_est20:*
21: gb_est2l:*
22: gb_est22:*
*
*

WO & WN -

el
[ XN

23: gb_est23:
24: gb_est24:
25: gb_est33
26: gb_est34
27: gb_est35
28: gb_est36
29: gb_est37:
30: gb_est38:
31: gb_est39:
32: gb_estd0:
33: em_estba:*

34: em_estfun:*

35: em_esthuml:*
36: em_esthum2:+*
37: em_esthum3:*
38: em_esthum4:»*
39: em_esthumS:»*
40: em_esthumé:»*
41: em_esthum?7:*
42: em_esthumB:*
43: em_esthum9:+*

*
*
*
*
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44:
45:
46:
47:
48:
49:
50:
S1:
52:
53:
54:
55:
56:
57:
58:
59:
60:
61:
62:
63:
64:
65:
66:
67:
68:
69:
70:
71:
72:
73:
74:
75:
76:
77:
78:
79:
80:
81:
82:
83:
84:
85:
86:
87:
88:
89:
90:
91:.
92:
93:
94:
95:
96:
97:
98:
99:
100:
101:
102:
103:
104:
105:
106:
107:
108:
109:
110:
111:
112:
113:
114:
115:
116:

em_esthuml0:*
em_esthumll:*
em_esthuml2:*
em_esthuml3:*
em_esthuml4:*
em_esthuml5:*
em_esthumlé: *
em_esthuml7:+
em_esthuml8:*
em_esthuml9:*
em_esthum20:
em_esthum2l:
em_esthum22:
em_esthum23:
em_esthum24 :
em_esthum25:
em_esthum26:
em_esthum27:
em_esthum28:
em_estinl:*
em_estin2:*
em_estin3:
em_estind:
em_estinS;:
em_estoml:
em_estom2:
em_estovl:
em_estov2:
em_estpll:
em_estpl2:
em_estpl3:
em_estpld:
em_estpl5:
em_estpl6:*
em_estpl7:*
em_estplB8:*
em_estpl9:*
em_estpllO:*
em_estrol:*
em_estro2:*
em_estro3:*
em_estro4:*
em_estro5:*
em_estrob6:*
em_estro?7
em_estro8:*

em_estro9:*

em_estrolQ:*
em_estroll:+
em_estrol2:*
em_estrol3:*
em_estrol4:*
em_estrolS:*
em_estrol6:*
em_estrol7:*
em_estrolB:*
em_estrol9:*
em_estro20:*
gb_est25:*

gb_est26:*

gb_est27:*

gb_est28:*

gb_est29:*

gb_est30:*

gb_est31:*

gh_est32:*

gb_est4l:*

gb_est42:*

gb_est43:+

gb_est44
gb_est45
gb_est46
gb_est47:

L N N N N A
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117: gb_estd8:*
gb_est49:+*
gb_est50:*
gb_est51:*
gb_estS52:+*
gb_est53:+
gb_estS4:+
gb_est55:+*
gb_estS56:*
gb_est57:*
gb_est58:*
gb_est59:*
gb_est60:*
gb_est6l:+*
gb_est62:*
gb_est63:*
gb_est64:*
gb_est65:*
gb_est66:*
gb_est75:+
gb_est76:*
gb_est77:*
gb_est78:*
gb_est79:*
gb_estB80:*
gb_est81:*
gb_estB82:+*
gb_est83:+
gb_est84:*
gb_est85: *
gb_estB86:*
gb_est87:+*
gb_est88:*
gb_est89:+
gb_est90:+ -
gb_estg9:#
gb_est100:*
gb_est101:*
gb_est102:*
156: gb_est103:*
157: gb_estl04:+*
158: gb_estl105:*
159: gb_estl106:*
160: gb_est67:*
161: gb_est68:*
162: gb_est69:*
163: gb_est70:+
164: gb_est71:*
165: gb_est72:*
166: gb_est73:*
167: gb_est74:*
168: gb_est9l:+
169: gb_est92:*
170: gb_est93:*
171: gb_est94:*
172: gb_est95:*
173: gb_est96:*
174: gb_est97:+
175: gb_est98:*
176: em_esthum29:*
177: em_esthum30:*
178: em_esthum3l:*
179: em_esthum32:*
180: em_esthum33:»
181: em_estom3:*
182: em_estplll:+
183: em_estro2l:+
184: em_estro22:+
185: em_estro23:*
186: em_htc:*
187: gb_estl107:+*
188: gb_estl108:*
189: gb_est109:«
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190: gb_estl110:*
191: gb_estlll:*
192: gb_htc:*

193: em_gss_fun:*
194: em_gss_huml:*
195: em_gss_hum2:*
196: em_gss_hum3:+
197: em_gss_hum4:*
198: em_gss_hum5:*
199: em_gss_hum6:*
200: em_gss_hum7:+
201: em_gss_hum8:+*
202: em_gss_hum9:*
203: em_gss_invl:*
204: em_gss_inv2:*
205: em_gss_inv3:+
206: em_gss_other:*
207: em_gss_plnl:*
208: em_gss_pln2:+*
209: em_gss_pro:*
210: em_gss_rodl:*
211: em_gss_rod2:*
212: em_gss_rod3:*
213: em_gss_rod4:*
214: em_gss_rodS:*
215: em_gss_vrtl:»
216: em_gss_vrt2:*
217: em_gss_vrt3:»
218: gb_gssl:*
219: gb_gss2:*

gb_gss3:*
gb_gss4:*
gb_gss5:*
gb_gss6:*
gb_gss7:*
gb_gss8:*
gb_gss9:+
gb_gssl0:*
gb_gssll:*
gb_gssl2:*
gb_gss13:*
gb_gssl4:*
gb_gss15:*
gb_gssl6:*
234: gb_gssl7:*
235: gb_gssl8:*
236: gb_gss19:+*
237: gb_gss20:+*
238: gb_gss2l:*
239: gb_gss22:*
240: gb_gss23:+*
241: gb_gss24:*
242: gb_gss25:+
243: gb_gss26:*
244: gb_gss27:*
245: gb_gss28:+*
246: gb_gss29:+*
247: gb_gss30:*
248: gb_gss31:*
249: gb_gss32:*

250: gb_gss33:*
251: gb_gss34:*
252: em_gss_inv4:+
253: em_gss_rod6:*
254: em_gss_rod7:*
255: em_gss_rod8:*
256: gb_gss35:*
257: gb_gss36:*
258: gb_gss37:*

Pred. No. is the number of results predicted by chance to have a

Page 2

score greater than or equal to the score of the result being printed,

and is derived by analysis of the total score distribution.
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SUMMARIES

Result Query
No. Score Match Length DB ID Description

1 553.6 41.2 657 115 AW368381 AW368381 PM2-HT019

2 541.2 40.3 582 115 AW368384 AW368384 PM2-HTO019

c 3 511 38.0 636 115 AW368377 AW368377 PM2-HT019
c 4 485 36.1 637 115 AW368375 AW368375 PM2-HT019
5 483 35.9 514 115 AwW368378 AW368378 PM2-HTO019

6 467 34.7 517 115 AwW382125 AW382125 CMO-HT032

7 408.4 30.4 450 169 BF774398 BF774398 284057 MA

8 405.6 30.2 508 115 Aaw379296 AW379296 MRO-HT024

c 9 393 29.2 569 118 AW605859 AW605859 MRO-HT024
10 390.2 29.0 2045 192 AK017412 AK017412 Mus muscu

11 385.6 28.7 565 115 AwW379300 AW379300 MRO-HT024

12 364.4 27.1 507 115 AW382186 AW382186 CMO-HT032

13 363 27.0 541 139 BE752074 BE752074 204371 MA

14 359.6 26.8 595 146 BF303874 BF303874 601886681

15 350.6 26.1 935 147 BF304617 BF304617 601888019

c 16 343 25.5 613 164 BE201927 BE201927 £103c02.x

17 341.6 25.4 697 165 BE295836 BE295836 601176857
18 339 25.2 429 115 AwW379322 AW379322 MRO-HT024
19 313 23.3 656 164 BE201334 BE201334 fk88b02.y

20 302.6 22.5 967 146 BF304014
21 293.4 21.8 632 137 BES557417
22 292.8 21.8 609 120 AW767552
23 288.8 21.5 532 11 AA739350
24 276 20.5 895 106 AL528847
c 25 272.4 20.3 421 139 BE706690
c 26 266.6 19.8 412 139 BE706715
27 262.4 19.5 371 115 AW382671
c 28 261.4 19.4 379 115 AW382639
29 261.4 19.4 394 115 AW382679
30 257.2 19.1 377 12 AA798748
31 255.6 15.0 400 115 AwW382589
251 18.7 405 139 BE706691
33 247 18.4 875 144 BF101146
34 240.2 17.9 480 144 BF083249
35 238.8 17.8 403 117 Aw503182
36 222.8 16.6 488 140 BEB08133
c 37 219.2 16.3 341 115 AW382607
38 217.6 16.2 798 164 BE217496
39 206.8 15.4 373 169 BF762307
40 200.2 14.9 509 115 AW402694
41 199.6 14.9 738 112 AW174101
42 195.4 14.5 939 106 AL530477
43 186.8 13.9 677 145 BF156068
44 184.8 13.8 637 1 AAR002978
45 182.8 13.6 922 105 AL521702

BF304014 601886781
BE557417 £103c02.y
AW767552 da78e02.y
AA739350 vv51g0l.r
AL528847 AL528847
BE706690 PM0O-HT033
BE706715 PMO-HTO033
AW382671 PMQ-HT(033
AW382639 PMO-HT033
AW382679 PMO-HT033
AA798748 vw07e06.1r
AW382589 PMO-HTO033
BE706691 PMO-HT033
BF101146 601754720
BF083249 RC1-CT024
AWS503182 UI-HF-BNO
BEB08133 213258 MA
AW382607 PMO-HT033
BE217496 fbn-1143
BF762307 IL2-CS004
AW402694 UI-HF-BKO
AW174101 £i39c06.y
AL530477 AL530477
BF156068 fl147bll.y
AA002978 mgd4lcO2.r
AL521702 AL521702
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ALIGNMENTS
RESULT 1
AW368381
LOCUS AW368381 657 bp mRNA EST 04-FEB-2000

DEFINITION PM2-HT0190-081099-001-d11 HT0190 Homo sapiens CDNA, mRNA sequence.
ACCESSION AW368381

VERSION AW368381.1 GI:6873031
KEYWORDS EST.
SOURCE human.

ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 657)
AUTHORS HCGP http://www.ludwig.org.br/ORESTES.
TITLE The FAPESP/LICR Human Cancer Genome Project
JOURNAL Unpublished (1999)
COMMENT Contact: Simpson A.J.G.
Laboratory of Cancer Genetics

us-09-670-568b-2_copy_145_1488.rst
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Ludwig Institute for Cancer Research

Rua Prof. Antonio Prudente 109, 4 andar, 01509-010, Sao Paulo-SP,
Brazil

Tel: +55-11-2704922

Fax: +55-11-2707001

Email: asimpson@ludwig.org.br

This sequence was derived from the FAPESP/LICR Human Cancer Genome
Project. This entry can be seen in the following URL
(http://www.ludwig.org.br/scripts/gethtml2.pl?t1=PM2§t2=PM2-HT0190~
081099-001-d114&t3=1999-10-085t4=1)

Seq primer: puc 18 forward

High quality sequence start: 8

High quality sequence stop: 573.

FEATURES Location/Qualifiers
source 1. .657
/organism="Homo sapiens”
/db_xref="taxon:9606"
/clone_lib="HT0190"
/dev_stage="Adult"
/note="0Organ: head_neck; Vector: pucl8; Site_l: SmaIl;
Site_2: Smal; A mini-library was made by cloning products
derived from ORESTES PCR (U.S. Letters Patent application
No. 196,716 - Ludwig Institute for Cancer Research)
profiles into the pUC 18 vector. Reverse transcription of
tissue mRNA and cDNA amplification were performed under
low stringency conditions.”
BASE COUNT 192 a 157 ¢ 163 g 145 t
ORIGIN
Query Match 41.2%; Score 553.6; DB 115; Length 657;
Best Local Similarity 98.8%; Pred. No. 8.5e-146;
Matches 589; Conservative 0; Mismatches 4; Indels 3; Gaps 3;
Qy 639 attcaacgagggacagattgcccctcctagtcatttgattcgagtagaggggaacageca 698
eyt (I ERARARERRARARAREEY
Db 21 AATCAACGAGGGACAGATTG-CCCTCCTAGTCATTTGATTCGAGTAGAGGGGAACAGCCA 79
Qy 699 tgcccagtatgtagaagatcccatcacaggaagacagagtgtgctggtaccttatgagec 758
NN NNREEY
Db 80 TGCCCAGTATGTAGAAGATCCCATCACAGGAAGACAGAGTGTGCTGGTACCTTATGAGCC 139
Qy 759 a-ccccaggttggcactgaattcacgacagtcttgtacaatttcatgtgtaacagcagtt 817
|
Db 140 ACCCCCAGGTTGGCACTGAATTCACGACAGTCTTGTACAATTTCATGTGTAACAGCAGTT 199
Qy 818 gtgttggagggatgaaccgccgtccaattttaatcattgttactctggaaaccagagatg 877
[RARARENERNAREN PEERERES T e e by e et e gy iy
Db 200 GTGTTGGAGGGATGAACCGCCGTCCAATTTTAATCATTGTTACTCTGGAAACCAGAGATG 259
Qy 878 ggcaagtcctgggecgacgctgetttgaggecccggatetgtgettgeccaggaagagaca 937
(IERERRNERERNAN TECEEEEEE e e e e e b e eyl
Db 260 GGCAAGTCCTGGGCCGACGCTGCTTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGACA 319
Qy 938 ggaaggcggatgaagatagcatcagaaagcagcaagtttcggacagtacaaagaacggtg 997
TECVELTELR TR et ey
Db 320 GGAAGGCGGATGAAGATAGTATCAGAAAGCAGCAAGTTTCGGACAGTACAAAGAACGGTG 379
Qy 998 atggtacgaagcgcccgtttcgtcagaacacacatggtatccagatgacatccatcaaga 1057
[BERARRNRS AN ARAN PEEELRIVTEEEE e it
Db 380 ATGGTACGAAGCGCCCGTTTCGTCAGAACACACATGGTATCCAGATGACATCCATCAAGA 439
Qy 1058 aacgaagatccccagatgatgaactgttatacttaccagtgaggggccgtgagacttatg 1117
PECREEETEr e e e e v e e e e e e e ey
Db 440 AACGAAGATCCCCAGATGATGAACTGTTATACTTACCAGTGAGGGGCCGTGAGACTTATG 499
Qy 1118 wmmnmoﬂonn@mmmmﬁommmowmﬁononmmmmonomﬁmommanOﬂnooﬂom@mmomomm 1177
AT bt r e e e e e e b e e e vy rrend
Db 500 AAATGCTGTTGAAGATCAGAGAGTCCCTGGAACTCATGCAGTACCTTCCTCAGCACACAA 559
Qy 1178 ttgaaacgtacaggcaaca-gcaacagcagcagcaccagcacttacttcagaaaca 1232
IREEEEEREr e it [KERARANA |
Db 560 TTGAAACGTACAGGCAACATGAAACAGCAGCAGCACCAGCACTTACTTCAGAAACA 615
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SULT 2

AW368384

LO
DE!
AC
VE!
KE
SOl

RE

CO!

FE.

BA.
OR

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

Qy

CUS
FINITION
CESSION
RSION
YWORDS
URCE
ORGANISM

FERENCE
AUTHORS
TITLE
JOURNAL
MMENT

ATURES
source

SE COUNT
IGIN

Query Mat
Best Loca
Matches

AW368384 582 bp MRNA EST 04-FEB-2000
PM2-HT0190-081099-001-e08 HT0190 Homo sapiens cDNA, mRNA sequence.
AW368384

AW368384.1 GI:6873034

EST.

human.

Homo sapiens

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.

1 (bases 1 to 582)

HCGP rﬁnv”\\ttt.wcaswm.OHQ.UH\owmmamm.

The FAPESP/LICR Human Cancer Genome Project

Unpublished (1999)

Contact: Simpson A.J.G.

Laboratory of Cancer Genetics .

Ludwig Institute for Cancer Research

Rua Prof. Antonio Prudente 109, 4 andar, 01509-010, Sao Paulo-SP,
Brazil

Tel: +55-11-2704922

Fax: +55-11-2707001

Email: asimpson@ludwig.org.br

This sequence was derived from the FAPESP/LICR Human Cancer Genome
Project. This entry can be seen in the following URL
A:nﬁv"\\stt.H:azpo.OHQ.UH\mOHanm\Qmﬁ:nswu.vwvﬁwnwzumﬂwnmzm.mQQHwo-
omuomw-oop-mowmnunwwww-po-ommnunpv

Seq primer: puc 18 forward

High quality sequence stop: 582.

Location/Qualifiers
1. .582
/organism="Homo sapiens"
/db_xref="taxon:9606"
/clone_lib="HT0130"
/dev_stage="Adult"
/note="0Organ: head_neck; Vector: pucl8; Site_l: Smal;
Site_2: SmaI; A mini-library was made by cloning products
derived from ORESTES PCR (U.S. Letters Patent application
No. 196,716 - Ludwig Institute for Cancer Research)
profiles into the pUC 18 vector. Reverse transcription of
tissue mRNA and cDNa amplification were performed under
low stringency conditions."
180 a 130 ¢ 149 g 123 t

ch 40.3%; Score 541.2; DB 115; Length 582;

1 similarity 98.2%; Pred. No. 2.7e-142;

558; Conservative 0; Mismatches 8; Indels 2; Gaps 1;

667 munnmﬁnnmmnnnmmmﬁmmmmmmmmmommonmnmooomonmnodmmmmmmﬁnoownnmom 726

i PELLELLELCT LT T Tty

3 AGTCATTTGATTCGAGTAGAGGGGAA AGCCATGCCCAGTATGTAGAAGATCCCATCACA 62

727 mmmmmmommmcnonnnnm@nmoonﬁmﬁmmmoom-»oonommmnnmmnwnnawmﬂnnmoam 784

PEVELVEINLE IR geatd PE L L TTHE et

63 OQDbQ>0>Q>oememnHQQewﬁneH>HHQ>0Obboonow&mmeoooo>0eow>eeo>on> 122

785 nwmﬁownonwowmnﬁﬁomﬁmnmwmmomaomoﬁnmﬁannmmmocmmnmmmonmon@noomm 844

VL)L VDLV EV T T ey

123 0>QHOHHQH>O>>4HHO>GOHOe>>0wmnwneﬁmemeamm>omeeﬁb>onmonneoo>> 182

845 nﬁnnmmnomnﬁmnﬁmOﬁOﬁmmm moowamomnmomomwmﬁonﬁwmaonamnmnnmnnnnm 904

PELETLLRLLEI I EELTTLE L T T et

183 eeea?}an>aeneH>OHnHOO§>>00>O>O§HQOnn§>0aonemomnnm>Gonﬂonﬂeam 242

905 momoonmowwowmnmaﬁnmooomwmmmmmmmommmwmmooommnammomﬁmmnmﬁommmm 964

It

NARNERNN VELVETLLT LTIV e ey 1

243 womOOOQObenamﬂoneennon?OO>>Q>O?O>OG>>QOOOQ>emybmbeboeve0>n>> 302

965 mnommommuﬁnnomamomonmnmmmmmmnmmnmwnm@ﬂmommmwomnnnoﬁﬁnowﬁnmam 1024

Db 303 wnn>nObboeeennm>0>me>O>>>Q>>OQOammeQOH>OQ>>OOQOOOQee60060>0> 362
Qy 1025 wnmnmownmaﬁmnonmmmﬁmmomnoomﬁoumawmmoommomnoonnmmwnwmnmmmnnmn 1084
[BNEN! [ARARARRRERERRANRY! PERELLTELEE T
Db 363 DO>O>O>HQme}e00>n>en>n>eO0>enbbnb>>00>>0>enoonbo>am>em>>oemﬂ 422
Qy 1085 ﬁmﬂmonnmoommnmmmmmmonmnmeNOﬁnmnmmmwﬁonamnﬁmmmmmﬂommmomonoon 1144
[AENSARRRNANAR PULELELEER Y ettt [RANANARAN)
Db 423 e>e>oeewnO>mem§nmmoonmeo>o>neebeo>>>emoemeam>>0>80>>>n>neoon 482
Qy 1145 nmowmoaomnmomonmnnﬁnonnommnmomommnﬁmmmmoanmnmomnmmnmaomwommo 1204
[NEEEERRERRER! LR e et FLELEIELET
Db 483 eoab>nenvqOO>®H>OOHenoeO>m0b0>o>>eam>>>ome>n>oon>>n>mnw>n>mo 542
Qy 1205 agcagcaccagcacttacttcagaaaca 1232
| [ARAREN [ERERRA I
Db 543 AGCAGCACCAGGACTTACTTCAGAAACA 570
RESULT
AW368377/c
LOCUS AW368377 636 bp mRNA EST 04-FEB-2000
DEFINITION PM2-HT0190-081099-001-c08 HT0190 Homo sapiens cDNA, mRNA sequence.
ACCESSION AW368377
VERSION AW368377.1 GI:6873027
KEYWORDS EST.
SOURCE - human.
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 636)
AUTHORS HCGP http://www.ludwig.org.br/ORESTES.
TITLE The FAPESP/LICR Human Cancer Genome Project
JOURNAL Unpublished (1999)
COMMENT Contact: Simpson A.J.G.
Laboratory of Cancer Genetics
Ludwig Institute for Cancer Research
Rua Prof. Antonio Prudente 109, 4 andar, 01509-010, Sao Paulo-SP,
Brazil
Tel: +55-11-2704922
Fax: +55-11-2707001
Email: asimpson@ludwig.org.br
This sequence was derived from the FAPESP/LICR Human Cancer Genome
Project. This entry can be seen in the following URL
A:ﬁﬁu“\\iti.Hcaiwm.ona.Un\moﬂwuﬂm\amn:nspu.vwvnunmzmmﬁwlmzw-zeowoo.
ompowm.oow-oommnunuwwm-uo-ommﬁnnuv
Seq primer: puc 18 forward
High quality sequence start: 5
High quality sequence stop: 635,
FEATURES Location/Qualifiers
source 1. .636
/organism="Homo sapiens”
/db_xref="taxon:9606"
/clone_lib="HT0190"
/dev_stage="Adult"
/note="Organ: head_neck; Vector: pucl8; Site_1: SmaI;
Site_2: SmaI; A mini-library was made by cloning products
derived from ORESTES PCR (U.S. Letters Patent application
No. 196,716 - Ludwig Institute for Cancer Research)
profiles into the pUC 18 vector. Reverse transcription of
tissue mRNA and cDNA amplification were performed under
low stringency conditions."
BASE COUNT 139 a 150 ¢ 155 g 192 t
ORIGIN
Dj
Query Match 38.0%; Score 511; DB 115; Length 636;
Best Local Similarity 99.0%; Pred. No. 9.8e-134;
Matches 514; Conservative 0; Mismatches 5; 1Indels 0; Gaps 0
Qy 714 momnnoomnomommwmmmmowmmmnanOﬁwmnmnnnﬁmnmmmonmooonmmmﬁnmoomo 773

Smnowumqoummwvumloowwlwbmlwnmw.Hmﬁ
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Db 629 AAATCCCATCACAGGAAGACAGAGTGTGCTGGTACCTTATGAGCCACCTCAGGTTGGCAC 570 . derived from ORESTES PCR (U.S. Letters Patent application

No. 196,716 - Ludwig Institute for Cancer Research)

Qy 774 tgaattcacgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaa 833 profiles into the pUC 18 vector. Reverse transcription of

[RERRARER FETELELEL (RERRRRRRRRRRRRRRR RS tissue mRNA and cDNA amplification were performed under
Db 569 TGAATTCACGACAGTCTTGTACAATTTCATGTGTAACAGCAGTTGTGTTGGAGGGATGAA 510 low stringency conditions."

BASE COUNT 136 a 146 ¢ 161 g 194 t

Qy 834 ccgccgtccaattttaatcattgttactctggaaaccagagatgggcaagtectgggecg 893 ORIGIN .

PEVTOLEEERE R b i e e e b bbb b e iy ekt :
Db 509 CCGCCGTCCAATTTTAATCATTGTTACTCTGGAAACCAGAGATGGGCAAGTCCTGGGCCG 450

Query Match 36.1%; Score 485; DB 115; Length 637;

Qy 894 acgctgctttgaggcccggatctgtgettgeccaggaagagacaggaaggcggatgaaga 953 Best Local Similarity 98.8%; Pred. No. 2.3e-126;

PLRLETEELRLE it [NERERRNS VLIt . Matches 499; Conservative 0; Mismatches 5; Indels 1; Gaps 1;

Db 449 ACGCTGCTTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGACAGGAAGGCGGATGAAGA 390
Qy 728 gaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattcacgacag 787
Qy 954 tagcatcagaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgece 1013 P e el ettty er e b ety i by el
ERAREAN Db 628 GGAGACAGAGTGTGCT-GTACCTTATGAGCCACCACAGGTTGGCACTGAATTCACGACAG 570
Db 389 TAGCATCAGAAAGCAGCAAGTTTCGGACAGTACAAAGAACGGTGATGGTACGAAGCGCCC 330

Qy 788 tcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgecgtccaattt 847

Qy 1014 gtttcgtcagaacacacatggtatccagatgacatccatcaagaaacgaagatccccaga 1073 LELEELEN ettt (EENSRRRARARRRRRANRARE [KERRERAR
PEERRETNEE TRty RN NN SN RN NN AR AR AR Db 569 TCTTGTACAATTTCATGTGTAACAGCAGTTGTGTTGGAGGGATGAACCGCCGTCCAATTT 510

Db 329 GTTTCGTCAGGACACACATGGTATCCAGATGACATCCATCAAGAAACGAAGATCCCCAGA 270

Qy 848 taatcattgttactctggaaaccagagatgggcaagtcctgggccgacgctgctttgagg 907

Qy 1074 tgatgaactgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagat 1133 [ARARARNEY [RANNRRARY LS CEr eyt ety
[AENRNRNNE RN NRN PEARLCLTETRr eyt (NREARA Db 509 TAATCATTGTTACTCTGGAAACCAGAGATGTGCAAGTCCTGGGCCGACGCTGCTTTGAGG 450

Db 269 TGATGAACTGTTATACTTACCAGTGAGGGGCCGTGAGACTTATGAAATGCTGTTGAAGAT 210

Qy 908 cccggatctgtgcttgecccaggaagagacaggaaggcggatgaagatagcatcagaaage 967
Qy 1134 caaagagtccctggaactcatgcagtaccttcctcagcacacaattgaaacgtacaggeca 1193 [AEERRRARER RERERARERARERARRRRNAE!

SNSRI FEVEV RN eyt NRRRRRRAR! RERNRR Db 449 CCCGGATCTGTGCTTGCCCAGGAAGAGACAGGAAGGCGGATGAAGATAGCATCAGAAAGC 390
Db 209 CAAAGAGTTCCTGGAACTCATGCAGTACCTTCCTCAGCACACAATTGAAACGTACAGGCA 150

Qy 968 agcaagtttcggacagtacaaagaacggtgatggtacgaagcgeccgtttegtcagaaca 1027

Qy 1194 acagcaacagcagcagcaccagcacttacttcagaaaca 1232 ’ FTELETELD] 11
VR Tl PRLETLRLETEEL il Db 389 AGCAAGTTTCGGACAGTACAAAGAACGGTGATGGTACGAAGCGCCCGTTTCGTCATGACA 330

Db 149 ACAGCCACAGCAGCAGCACCAGCACTTACTTCAGAAACA 111

Qy 1028 cacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaactgttat 1087
[AEARARARL [REARARAN

RESULT 4 Db 329 CACATGGTATCCAGATGACATCCATCAAGAAACGAAGATCCCCAGATGATGAACTGTTAT 270
AW368375/c
LOCUS AW368375 637 bp mRNA EST 04-FEB-2000 Qy 1088 acttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagtccctgg 1147
DEFINITION PM2-HT0190-081099-001-a07 HT0190 Homo sapiens cDNA, mRNA sequence. PEVEVELEEY TR L CL e e el TAEVEETRTEERTEL R e
ACCESSION AW368375 - Db 269 ACTTACCAGTGAGGGGCCGTGAGACTTATGAAATGCTGTTGAAGATCAAAGAGTCCCTGG 210
VERSION AW368375.1 GI:6873025
KEYWORDS EST. ) ) Qy 1148 aactcatgcagtaccttcctcagcacacaattgaaacgtacaggcaacagcaacagcage 1207
SOURCE human. PEVELELY ATV ety (NRRRRRRRR RN NNAN
ORGANISM Homo sapiens Db 209 AACTCATGCAGTACCTTCCTCAGCACACAATTGAAACGTACAGGCAACAGCAACAGCAGC 150
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; '
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. Qy 1208 agcaccagcacttacttcagaaaca 1232
REFERENCE 1 (bases 1 to 637) [ERESERERERR NN NRAREN!
AUTHORS HCGP http://www.ludwig.org.br/ORESTES. Db 149 AGCACCAGCACTTACTTCAGAAACA 125
TITLE The FAPESP/LICR Human Cancer Genome Project
JOURNAL Unpublished (1999)
COMMENT Contact: Simpson A.J.G. RESULT 5
Laboratory of Cancer Genetics ) AW368378
Ludwig Institute for Cancer Research LOCUS AW368378 514 bp mRNA EST 04-FEB-2000
Rua Prof. Antonio Prudente 109, 4 andar, 01509-010, Sao Paulo-SP, DEFINITION PM2-HT0190-081099-001-d01 HT0190 Homo sapiens CDNA, mRNA sequence.
Brazil ACCESSION AW368378
Tel: +55-11-2704922 VERSION AW368378.1 GI:6873028
Fax: +55-11-2707001 KEYWORDS EST.
Email: asimpson@ludwig.org.br SOURCE human .
This sequence was derived from the FAPESP/LICR Human Cancer Genome ORGANISM Homo sapiens
Project. This entry can be seen in the following URL Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
(http://www.ludwig.org.br/scripts/gethtml2.pl?t1=PM2&t2=PM2-HT0190- Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
081099-001-a07&t3=1999-10-08&t4=1) REFERENCE 1 (bases 1 to 514)
Seq primer: puc 18 forward AUTHORS HCGP http://www.ludwig.org.br/ORESTES.
High quality sequence start: 14 TITLE The FAPESP/LICR Human Cancer Genome Project
High quality sequence stop: 589. JOURNAL  Unpublished (1999)
FEATURES Location/Qualifiers ° COMMENT Contact: Simpson A.J.G.
source 1. .637 Laboratory of Cancer Genetics
/organism="Homo sapiens" Ludwig Institute for Cancer Research
/db_xref="taxon:9606" Rua Prof. Antonio Prudente 109, 4 andar, 01509-010, Sao Paulo-SP,
/clone_lib="HT0190" Brazil
/dev_stage="Adult” Tel: +55-11-2704922
/note="0Organ: head_neck; Vector: pucl8; Site_1: SmaI; Fax: +55-11-2707001

Site_2: SmaI; A mini-library was made by cloning products Email: asimpson@ludwig.org.br
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This sequence was derived from the FAPESP/LICR Human Cancer Genome

Project. This entry can be seen in the following URL

A:nnv"\\ztt.chzwa.omw.UN\mOvaﬁm\nmﬁ:nspw.bwvﬁwnmzwmmwumzu-:eouwo-

omwomw-OOH-aopmnulwmom-uo-ommnanuv
Seq primer: puc 18 forward

High quality sequence start: 20
High quality sequence stop: 514.

FEATURES Location/Qualifiers
source 1. .514
/organism="Homo sapiens”
/db_xref="taxon:9606"
/clone_lib="HT0190"
/dev_stage="Adult"
/note="Organ: head_neck; Vector: pucl8; Site_1: Smar;
Site_2: SmaI; a mini-library was made by cloning products
derived from ORESTES PCR (U.S. Letters Patent application
No. 196,716 - Ludwig Institute for Cancer Research)
profiles into the PUC 18 vector. Reverse transcription of
tissue mRNA and cDNA amplification were performed under
low stringency conditions.®
BASE COUNT 147 a 113 ¢ 141 g 113 t
ORIGIN
Query Match 35.9%; Score 483; DB 115; Length 514;
Best Local Similarity 98.8%; Pred. No. 7.9e-126;
Matches 497; cConservative 0; Mismatches S; Indels 1; Gaps 1;
Qy 627 uonmmmonmnmmmﬁﬂnmmommmmmmom@mﬁnnonoonoonmonomnﬁnmmnnommmnmom 686
VLT e i ANANRNRE FIVLVLTLV LTt
Db 2 maembmnnneowbeeo>>nn>oma>ovn>eamnnooaona>mao>eeenbeannwoe>n> 61
Qy 687 ggggaacagccatgcccagtatgtagaagatcee nnmommmmmmmnwcmmnoﬁmonmmn 746
PELLVILE TVttt [AEARRA] PLLVLVELELE Tt
Db 62 onnn>>n}moo>emnnn>me>eme>nb>o>eoon en>n>on>>n>o>o>mememoemme 121
Qy 747 moonnmnmmmoomoonommmnnmmomonmmmnnomnmwommﬁonnnnmommnﬁﬁnmﬁanm 806
. i LELLELLLR T g NERRARER] AR RNRNNNRRARN
Db 122 >OOHH>HO>QOO>OOOO>QOHeonn>oenwbeenvnQ>O>meoeeme>0>beeen>eoen 181
Qy 807 nmmommnmwﬁﬁmﬁoﬁnoomonmwnammnooooownommﬁmnﬁmmnawﬁnmnnmnnOﬁcmm 866
PELLELLLE 0Tl LEERIV e e EARRNNNRAERNERY
Db 182 e>>0>00>0>60e0ee00>0QQ>HO>>OOQOOO800»>eeae»be0>eenee>oqnennb 241
Qy 867 mmﬂnmcmm nmoaommmwoonmwmnommoonnmnnﬁnmmmmonomwmnonmnaownmoon 926
NERRA NN YERNNNEA Y PLECLELLRLN LT T [SARANRY]
Db 242 AACCAGAG enonn>>nenneomanmboooennaeenboooQoan>enemaonHHQOO> 301
Qy 927 mmommmmmmnmmmmmwmcmmmn@mmomﬁmmommommmmwoomoomwaﬁﬂnommmnmmﬂmo 986
FEELELREI I ettt SNSRI Libinnn
Db 302 >mm>>m>m>o>mmb>nmnnmweo>>n>e>00wen$O>>>mn>on»>oeeeoon>o>mq>0 361
Qy 987 wmwmmmommﬁmmﬁmmﬁmnommoomoooonﬁﬁnunnwmmmnwomomnmmnmnonmmmnamo 1046
TEELIEITa L PIVLEOV LTt PLVLLLLEETEr g
Db 362 >>>n>>0nnen>emoH>nm$>mn00000eeeomen>0>>0>0>nbenne>eonbmb90>o 421
Qy 1047 mﬁoowﬁommommmommmmmnoonommmnumnmmmonmmnmﬁmomnmoomnnmmmomonom 1106
FLELLELTET ) o PLELETTELETNL q101) Lt L
Db 422 »eOO>HO>>m>>>OO>>Q>eenoo>m>en>en»&neoqe-ewoeawnn>meO>mmmnnno 480
Qy 1107 n@momonﬁmnmmmmnmnﬁmnnow 1129
FERTVLLNELT ey 1)
Db 481 TGAGACTTATGCAATGCTGCTGA 503
RESOLT 6
AW382125
LOCUS AW382125 517 bp mRNA EST 04-FEB-2000
DEFINITION CM0-HT0322-201299-135-202 HT0322 Homo sapiens CDNA, mRNA sequence.
ACCESSION  AW382125
VERSION AW382125.1 GI:6886784
KEYWORDS EST.
SOURCE human.

RE.

COl

FE.

BA
OR

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

Qy

:muowumqoummmvuwloowwlwhwlwhww.Nmﬂ

Page 6

ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
FERENCE 1 (bases 1 to 517)
AUTHORS HCGP :nﬁvu\\itt.H:QtMQ.OHm.UH\OmmmHMm.
TITLE The FAPESP/LICR Human Cancer Genome Project
JOURNAL  Unpublished (1999)
MMENT Contact: Simpson A.J.G.
Laboratory of Cancer Genetics
Ludwig Institute for Cancer Research
Rua Prof. Antonio Prudente 109, 4 andar, 01509-010, Sao Paulo-Sp,
Brazil .
Tel: +55-11-2704922
Fax: +55-11-2707001
Email: asimpson@ludwig.org.br
This sequence was derived from the FAPESP/LICR Human Cancer Genome
Project. This -entry can be seen in the following URL
Awnﬁv“\\tts.wcaswm.OHm.cn\monnvnm\@mn:ﬁaww.vwvnquZOmnwaOZO-meouuu.
' momuwm-Hum-moumﬁuupmwo-uw-womnpuuv
Seq primer: puc 18 forward
High quality sequence start: 38
High quality sequence stop: 517.
ATURES Location/Qualifiers
source 1. .517
/organism="Homo sapiens"
/db_xref="taxon:9606"
/clone_lib="HT(0322"
/dev_stage="adult"
/note="0Organ: head_neck; Vector: pucl8; Site_l: Smal;
Site_2: SmaI; a mini-library was made by cloning products
derived from ORESTES PCR (U.S. Letters Patent application
No. 196,716 - Ludwig Institute for Cancer Research)
profiles into the puUC 18 vector. Reverse transcription of
tissue mRNA and cDNA amplification were performed under
low stringency conditions."
SE COUNT 146 a 123 ¢ 140 g 108 t
IGIN
Query Match 34.7%; Score 467; DB 115; Length 517;
Best Local Similarity 95.7%; Pred. No. 2.7e-121;

Matches 506; Conservative 0; Mismatches 10; 1Indels 13; Gaps 2;
536 omnonnﬂﬁommm@moonamnmﬁoomomonmﬁoonwoﬁnﬁmommmmmmmonmmmnmnmnnm 595
[ I IR LTt CILLELEI IV Rt

1 Owbnoeooeonno>moameebeonanmnn>amnnHmeoe>o>>>>>>moem>mn>nneo> 60
596 oommmmnmnmommmoauwmnnoowmonmnmmonﬁmmmonmnmmmﬂeommommooomomww 655
LEVEILLELIT i) PILLLVELTLET T T ey PErien
61 00meoeomembbmnmoHoOQOO>>OO>HQ>OOenwonOnenwbaen>>nn>nmm>n>a> 120
656 nnmnononnoﬁmmnomnnnwmnnnmmmnmomomo@mmnmooomﬁoonnmonmnmnmmmmo 718
NS EENARARRRNETY [AEERERN] [ARRERN] FLVLELVIEL et
121 eHQOOOQeooeboHo>eHenbeeDQ>Oa>0»om0m>>owono>emnnn>ne>606>0>>0 180
716 mnnnomﬁowomommmcmommmmﬁaﬁooﬁmonm00ﬁnmﬂmmmoomonnommmnnmmomnnm 775
FEVLLELEE g Ll FILILICL LTttt
181 >enn0>ao>n>nmw>m>o>m>oHmemoemme>ooeeb%mbmon&onoo»mnaennOPOHO 240
776 mmﬁnnmn@wnmmnonnwﬂmo-mwﬁnﬁnmﬁon@nmmommommﬁnoﬁonﬂonmmmownammo 834
[NARNERRRERNENY! e IVELEErter e LRV
241 >>ee0>00w0>oaoeeoe»Ob>>eeen>eneoe>>n>0Oboeameoe>om>mnm>am>>o 300
835 om00@ﬁnowmnﬁﬁﬁmmnouﬂnaﬁnmOﬁnﬂommmmoommmmmﬁmuwnumunnnﬂmomonmu 894
PEVLLLIUE R gy FELELELEIRI Tttt I
301 nnonmeno>>eeeHw>aoweeoee>nenemm»>>on>m»m>enomo>>nenneomnonny 360
895 oonnmomﬁnmmmnnonmmmnoﬁmnmonnwOOQWQQWmmmmmnwommmmmnmmmﬁmmwamﬁ 954
VIVELLLV LR et LELELETE LEERLELRTELLET e
361 OQOeoneeen>monoooowanememneemooo>mn>>0>O>O$onb>om000>eo>>n>a 420
955 mmomﬁomwwmmmnmmnmmcnﬁﬁoommommnwommm@mmoomnwmﬁ@onmoommmnmonom 1014

PERvrrereen e et AERRERARER bl
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Db 421 AGCATCAGAAAGCAGCAAGTTTCGGACAGTACAAAGAACGGTGATG--------~--- CG 468

Qy 1015 tttcgtcagaacacacatggtatccagatgacatccatcaagaaacgaa 1063

111l RERN NNy LEERLEETEV I Rty
Db 469 TTTCGTCAGAACACACTATGTATCCAGATGACATCCATCAAGAAACGAA 517

RESULT 7

BF774398

LOCUS BF774398 450 bp MRNA EST 12-JAN-2001
DEFINITION 284057 MARC 3BOV Bos taurus cDNA 5’, mRNA sequence.

ACCESSION  BF774398

VERSION BF774398.1 GI:12122298
KEYWORDS EST.
SOURCE Ccow.

ORGANISM Bos taurus
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Cetartiodactyla; Ruminantia; Pecora; Bovoidea;
Bovidae; Bovinae; Bos.
REFERENCE 1 (bases 1 to 450)
AUTHORS Smith,T.P.L., Casas,E., Stone,R.T., Heaton,M.P., Grosse,W.M.,
Bennett,G.A., Fahrenkrug,S.C., Freking,B.A., Rohrer,G.A., Laegreid
,W.W. and Keele,J.W. .
TITLE Design and use of four pooled tissue normalized cDNA libraries for
EST discovery in cattle
JOURNAL Unpublished (2000)
COMMENT Contact: Smith TPL
. USDA, ARS, US Meat Animal Research Center
PO Box 166, Clay Center, NE 68933-0166, USA
Tel: 402 762 4366
Fax: 402 762 4390
Email: smith@email .marc.usda.gov
Single pass sequencing. Bases called and alt_trimmed with phred
v0.980904.e. Vector identified by cross_match with the -minscore 18
and -minmatch 12 options.
PCR PRimers
FORWARD: AGGAAACAGCTATGACCAT
BACKWARD: GTTTTCCCAGTCACGACG
Plate: 83 row: C column: 20
Seq primer: ATTTAGGTGACACTATAG.
FEATURES Location/Qualifiers
source 1. .450
/organism="Bos taurus”
/db_xref="taxon:9913"
/clone_lib="MARC 3BOV"
/tissue_type="pooled"
/lab_host="DH10B"
/note="Vector: pCMV SPORT6; Site_1: XbaI; Site_2: XhoI;
Library made from pooled tissue from marrow, alveolar
macrophage, ovary, fetal semitendonosus muscle, and fetal
longissimus muscle."

BASE COUNT 130 a 122 ¢ 113 g 85 t
ORIGIN
Query Match 30.4%; Score 408.4; DB 169; Length »man
Best Local Similarity 94.2%; Pred. No. le-104;
Matches 424; Conservative 0; Mismatches 26; 1Indels 0; Gaps 0;

Qy 876 qmmm mmwwnwﬁmwa%ommomonQOﬁnnama cceggatctgtgettgeccaggaagaga 935
TEEYEERLE TR eyl 1
Db 1 TGGGCAAGTCCTGGGCCGCCGCTGCTTTGAGGCCCGGATCTGTGCTTGCCCAGGGAGAGA 60

Qy 936 caggaaggcggatgaagatagcatcagaaagcagcaagtttcggacagtacaaagaacgg 995
I [AERNARRARRERRRRRRRRNRA]! PETTEETEEE e i
Db 61 CAGGAAGGCGGATGAAGATAGCATCAGAAAGCAGCAGGTCTCGGACAGCACAAAGAATGG 120

Qy 996 tgatggtacgaagcgccegtttcgtcagaacacacatggtatccagatgacatccatcaa 1055

(g TULREVRLELE L TR e P b rerennnitd
Db 121 TGATGGTACGAAGCGCCCTTTCCGTCAGAACACACATGGCATCCAGATGACATCCATCAA 180

Qy 1056 gaaacgaagatccccagatgatgaactgttatacttaccagtgaggggccgtgagactta 1115
(ERN] (ARRRA RN PECRORTERRER v ey e bl

us-09-670-568b-2_copy_145_1488.rst Page 7

Db 181 GAAACGAAGATCCCCAGATGATGAACTGTTATACTTACCAGTAAGGGGCCGTGAGACTTA 240

Qy 1116 tgaaatgctgttgaagatcaaagagtccctggaactcatgcagtaccttcctcagcacac 1175
FEEEE 1 PEEVCEETErertrere ety
Db 241 CGAAATGCTGCTGAAGATCAAAGAATCCCTGGAACTCATGCAGTACCTTCCTCAGCACAC 300

Qy 1176 aattgaaacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaacatct 1235

VLU TELELELy e | PUOVEEEEIE i e
Db 301 GATTGAAACCTACAGGCAGCAGCAGCAACAGCAGCACCAGCATTTACTTCAGAAACATCT 360

Qy 1236 cctttcagcctgettcaggaatgagettgtggagecccggagagaaactccaaaacaate 1295

PECUIERULC LT et el VR et i b i
Db 361 CCTTTCAGCCTGCTTCAGGAATGAGCTTGTGGAGCCGCGGAGAGAAACCCCGAGACAATC 420

Qy 1296 tgacgtcttctttagacattccaagcccce 1325
PEEEE bererrerrerrreerr el
Db 421 TGACGCCTTCTTTAGACATTCCAGTCCCCC 450

RESULT 8

AW379296

LOCUS AW379296 508 bp  mRNA EST 04-FEB-2000
DEFINITION MRO-HT0241-091299-004-b02 HT0241 Homo sapiens cDNA, mRNA sequence.
ACCESSION AW379296

VERSION AW379296.1 GI:6883955
KEYWORDS EST.
SOURCE human.

ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 508)
AUTHORS HCGP http://www.ludwig.org.br/ORESTES.

TITLE The FAPESP/LICR Human Cancer Genome Project
JOURNAL Unpublished (1999)
COMMENT Contact: Simpson A.J.G.

Laboratory of Cancer Genetics
Ludwig Institute for Cancer Research
Rua Prof. Antonio Prudente 109, 4 andar, 01509-010, Sao Paulo-SP,
Brazil
Tel: +55-11-2704922
Fax: +55-11-2707001
Email: asimpson@ludwig.org.br
This sequence was derived from the FAPESP/LICR Human Cancer Genome
Project. This entry can be seen in the following URL
(http://www.ludwig.org.br/scripts/gethtml2.pl?t1=MR0&t2=MR0O-HT0241-
091299-004-b02&t3=1999-12-09&t4=1)
Seq primer: puc 18 forward
High quality sequence start: 72
High quality sequence stop: 438.
FEATURES Location/Qualifiers
source 1. .508
/organism="Homo sapiens”
/db_xref="taxon:9606"
/clone_lib="HT0241"
/dev_stage="Adult”
/note="0Organ: head_neck; Vector: pucl8; Site_l: Smal;
Site_2: SmaI; A mini-library was made by cloning products
derived from ORESTES PCR (U.S. Letters Patent application
No. 196,716 - Ludwig Institute for Cancer Research)
profiles into the pUC 18 vector. Reverse transcription of
tissue mRNA and cDNA amplification were performed under
low stringency conditions.”

BASE COUNT 154 a 116 ¢ 131 g 107 t
ORIGIN
Query Match 30.2%; Score 405.6; DB 115; Length 508;
Best Local Similarity 93.3%; Pred. No. 6.7e-104;
Matches 446; Conservative 0; Mismatches 29; Indels 3; Gaps 2;

Qy 758 caccccaggttggcactgaattcacgacagtcttgtacaatt--tcatgtgtaacagcag 815

RN I | P LEErere AR ENNY)
Db 3 CACCTCTGAGTGGACTGAATTCACTGACAGGCTTGTACACATGACAGTGTGTAACAGCAG 62
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Qy 816 nﬁaﬁmnnoomomomﬂmmmnomoomnnommnﬂnnmmﬂnmﬁﬂmnﬁmnﬁOﬁ@mmwmnomammw 875

[SANNERY FLEETI LTI TR b Ty

Db 63 TTGTGTGGGAGGGATGAACCGCCGTCCAATT TAATCATTGTTACTCTGGAAACCAGAGA 122

Qy 876 nommnmmmnonﬁmmmnnmmomon@qﬁnﬁommmomommmnnnmﬁuonnoooomoammmwcm 935

Db 123 HOQmnw>meonemOOOOO>OQOHQOeeeo»mmnnonn>anHQHQDGHQOOO>QQ>}O§Q> 182

Qy 936 nmmmmmomommmnmmmmmnmmnmnnmmmwmoomm.owmmﬁnﬁncmmommnmnmmmmmmna 994

Db 183 n>mm>>mQOQO>e0»>m>4>On>€O>Q>>>oOQnOO>>oeeeommwnbmq>nw>>m>>00 242

Qy 995 mnumﬁwmﬁmommmmounnomnﬁnnanowommomomomn gtatccagatgacatccatca 1054

SRRy ZEERAN]

Db 243 mem>anme>nm>>noaOOOOQH%OQBO>D>}O$O>O>HOOH>800»Q>HQ>O>HOO$HO> 302

Qy 1055 mmmmmnmmmmwﬁonnnmmmﬂmmﬁmmmcﬁmﬁnmﬁmomdmoomoﬁom@aaaonon@mmmoan 1114

Lt

Db 303 >Q>>>nn>>m>eooon>n>eObenbbnHD%H>H>OHebﬂnbﬁ&ﬁ>ﬁnnonﬂm%m>o>oee 362

Qy 1115 mnmummnaoﬁmnﬂmmmmmnnmmmomaﬁononmmmeﬁomnonmonmonnnnnnommomom 1174

Db 363 vao>>beonenHam>>0b605>>0>nﬂooOHan>060>aOO>QH>OO%AOOHO>OOwO> 422

Qy 1175 nmwnnmmmmomnmnwmmommomonmmomaomnomnomoomoomnnﬁmownommmmmom 1232

Db 423 O>>a€O>>>Onﬂ>o>nnno>nbnn>>n>00wmo>oHOOO>OOOWH@HOHQO>O>>>O> 480

RESULT 9
AW605859 /¢
LOCUs
DEFINITION
ACCESSION
VERSION
KEYWORDS
SOURCE
ORGANISM

REFERENCE
AUTHORS
TITLE
JOURNAL

COMMENT

FEATURES
source

Ay

AW605859 569 bp mMRNA EST 23-MAR-2000
MRO-HT0241-200100-006-e03 HT0241 Homo sapiens cDNA, mRNA sequence.
AW605859
AW605859.1 GI:7310600
EST.
human.
Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
1 (bases 1 to 569)
HCGP :ﬁﬁv"\\ttt‘wcazwa.onm.UH\owmmemm.
The FAPESP/LICR Human Cancer Genome Project
Unpublished (1999)
Contact: Simpson A.J.G.
Laboratory of Cancer Genetics
Ludwig Institute for Cancer Research
Rua Prof. Antonio Prudente 109, 4 andar, 01509-010, Sao Paulo-SP,
Brazil
Tel: +55-11-2704922
Fax: +55-11-2707001
Email: asimpson@ludwig.org.br
This sequence was derived from the FAPESP/LICR Human Cancer Genome
Project. This entry can be seen in the following URL
A:nnv”\\ttt.Hcatwm.OHQ.UN\moHanw\mmnrnawm.vanHuzmomﬂwlzwo-mQOw»H-
woo~oo-oom-mowmnunwooo-OH.NOmnpnuv
Seq primer: puc 18 forward
High quality sequence start: 50
High quality sequence stop: 567.
Location/Qualifiers
1. .569
/organism="Homo sapiens”
/db_xref="taxon:9606"
/clone_lib="HT0241"
/dev_stage="adult"
/note="0Organ: head_neck; Vector: pucl8; Site_1: SmalI;
Site_2: SmaI; A mini-library was made by cloning products
derived from ORESTES PCR (U.S. Letters Patent application
No. 196,716 - Ludwig Institute for Cancer Research)
profiles into the pUC 18 vector. Reverse transcription of
tissue mRNA and cDNA amplification were performed under
low stringency conditions." '

:wucwcmuouwmw&-mloovwlwhmlwhww.Hmﬁ

BASE COUNT
ORIGIN

Query Ma

Best Loc

Matches
Qy 806
Db 569
Qy 866
Db 509
Qy 926
Db 449
Qy 986
Db 389
Qy 1046
Db 341
Qy 1106
Db 281
Qy 1166
Db 221
Qy 1226
Db 161
RESULT 10
AK017412
Locus
DEFINITION
ACCESSION
VERSION

KEYWORDS
SOURCE

ORGANISM

REFERENCE
AUTHORS
TITLE
JOURNAL

REFERENCE
AUTHORS

TITLE

JOURNAL
MEDLINE
REFERENCE
AUTHORS

Page 8
117 a 135 ¢ 146 g 171 t
tch 29.2%; Score 393; DB 118; Length 569;
al Similarity 97.2%; Pred. No. 2.6e-100;
415; Conservative 0; Mismatches 0; Indels 12; Gaps 1;

mﬁmmommnmmﬂncnmnﬁmomoaamnmmmooonownnommﬁﬁﬁnmmwnmﬁnannmoﬁonua 865
AR NERRNERR]] VT NERENARRRRRE RNy SERARARARE!
Qeb>o>oo>oeeneneenn>non>en>>oomonnqoowbeeeeb>90>aemeewoenemo 510

mmmnnmmwmmn@omnmmaﬁonﬂmmoooomowonaonnﬁmuaonooommnnnmnaonnmoo 925
PELELELELREN TR i VUL TR T e rer ety
>>>no>nwo»ennno>>oeooennooon»oaoenoeeeo>mnonnnm>enemenneeono 450

nmmmmmmmmmom@cmmmaoomwnmmwnmﬁmoomnom@mmmmnmonmmmnﬁnowmmommnm 985
PLELVET TRt PECLCRCRCLETERE T e e n e s rerering
nbn®b>n>n>o>00>>nnoQm>en>>0>ewno>eO>nw>>mowmn$>naeeoon>0>me> 390

owmmommooanomnmoﬁmoomwaoooooonﬁnooﬁnmwmmomnmomﬁmwnmnonwmmnmm 1045
[NEENRRRRRARERA EANARERERRRRRR LLEEETELEIntrd
CAAAGAACGGTGATG-~----=-====-~ OmaHHGOHO>Q$>O>Q>O>HOQG>HOnw0>eo> 342

owﬁoomnnmwommmoommmmﬁoooowmmnamnawmonmﬂnmnmonnNQOmmwmmmmmmon 1105
NN RN AN RN EY PLELERR LRI et
O>e00>60>>o>>bomb>n>eoooo>mwem>ﬂ0m>naoea>e>oee>00>oem>nonooo 282

aﬁQmQWOﬁﬁmﬁnmmmn@nﬂmﬁnmmmomﬁnmmmomwnoonﬁmowmonomﬁaomwnmonnﬁn 1165

VULELLL LT it PELELLITLEELN et
GTGAGACTTATGAAATGCTGTTGARGATCAAAGAGTCCCTGGAACTCATGCAGTACCTTC 222

owommomamommnnmmmmouﬁmnmawnwmnmmommnmmnmmommomnnmmomonanﬁno 1225

FELLE LB ET RNV T T PELLLLLELE Lt
CTCAGCACACAATTGAAACGTACAGGCAACAGCAACAGCAGCAGCACCAGCACTTACTTC 162

agaaaca 1232
i
AGAAACA 155

AKO017412 2045 bp mRNA . HTC 08-FEB-2001

Mus musculus 6 days neonate head CDNA, RIKEN full-length enriched
library, clone:5430439E07, full insert sequence.

AK017412

AK017412.1 GI:12856635

CAP trapper.

Mus musculus (strain:C57BL/6J) 6 days neonate head cDNA to mRNA,
clone_lib:RIKEN full-length enriched mouse cDNA library
clone:5430439E07.

Mus musculus

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Rodentia; Sciurognathi; Muridae; Murinae; Mus.
1 (sites)

Carninci,P. and Hayashizaki,Y.

High-efficiency full-length cDNA cloning

Methods Enzymol. 303, 19-44 (1999)

2 (sites) .
Carninci,P., Shibata,Y., Hayatsu,N., Sugahara,Y., Shibata, kK.,
Itoh,M., Konno,H., Okazaki,Y., Muramatsu,M. and Hayashizaki,yY.
Normalization and subtraction of cap-trapper-selected cDNAs to
prepare full-length cDNA libraries for rapid discovery of new genes
Genome Res. 10 (10), 1617-1630 (2000)

20499374

3 (sites)

Shibata,K., Itoh,M., Aizawa,K., Nagaoka,S., Sasaki,N., Carninci,P.,
Konno,H., Akiyama,J., Nishi,K., Kitsunai,T., Tashiro,H., Itoh,M.,
Kikuchi,N., Ishii,y., Nakamura,S., Hazama,M., Nishine,T.,
Harada,A., Yamamoto,R., Matsumoto,H., Sakaguchi,sS., Ikegami,T.,
Kashiwagi,K., Fujiwake,S., Inoue,K., Togawa,Y., Izawa,M., Ohara,E.,
Watahiki,M., Yoneda,Y., Ishikawa,T., Ozawa,K., Tanaka,T.,
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TITLE

JOURNAL
MEDLINE
REFERENCE
AUTHORS

TITLE
JOURNAL

REFERENCE
‘AUTHORS

TITLE
JOURNAL

COMMENT

FEATURES
source

CDS

Matsuura,S., Okazaki,Y., Muramatsu,M., Inoue,Y. and Hayashizaki,Y.
RIKEN integrated sequence analysis (RISA) system--384-format
sequencing pipeline with 384 multicapillary sequencer
Genome Res. 10 (11), 1757-1771 (2000)
20530913
4 (sites)
The RIKEN Genome Exploration Research Group Phase II Team and
FANTOM Consortium.
Functional annotation of a full-length mouse cDNA collection
Nature 409, 685-690 (2001)
5 (bases 1 to 2045)
Adachi,J., Aizawa,K., Akahira,S., Akimura,T., Aono,H., Arai,A.,
Arakawa,T., Carninci,P., Fukuda,S., Fukunishi,Y., Furuno,M.,
Hanagaki,T., Hara,A., Hayatsu,N., Hiramoto,K., Hiraoka,T., Hori,F.,
Imotani,K., Ishii,Y., Itoh,M., Izawa,M., Kato,H., Kawai,J.,
Kojima,Y., Konno,H., Kouda,M., Koya,S., Kurihara,C., Matsuyama,T.,
Miyazaki,A., Nishi,K., Nomura,K., Numazaki,R., Ohno,M., Okazaki,Y.,
Okido,T., Owa,C., Saito,H., Saito,R., Sakai,C., Sakai,K., Sano,H.,
Sasaki,D., Shibata,K., Shibata,Y., Shinagawa,A., Shiraki,T.,
Sogabe, Y., Suzuki,H., Tagami,M., Tagawa,A., Takahashi,F.,
Tanaka,T., Tejima,Y., Toya,T., Yamamura,T., Yasunishi,A.,
Yoshida,K., Yoshino,M., Muramatsu,M. and Hayashizaki,Y.
Direct Submission
Submitted (10-JUL-2000) Yoshihide Hayashizaki, The Institute of
Physical and Chemical Research (RIKEN), Laboratory for Genome
Exploration Research Group, RIKEN Gemomic Sciences Center (GSC),
RIKEN Yokohama Institute; 1-7-22 Suehiro-cho, Tsurumi-ku, Yokohama,
Kanagawa 230-0045, Japan (E-mail:genome-res@gsc.riken.go.jp,
URL:http://genome.gsc.riken.go.jp/, Tel:81-45-503-9222,
Fax:81-45-503-9216)
Please visit our web site (http://genome.gsc.riken.go.jp/) for
further details.
CDNA library was prepared and sequenced in Mouse Genome
Encyclopedia Project of Genome Exploration Research Group in Riken
Genomic Sciences Center and Genome Science Laboratory in RIKEN.
Division of Experimental Animal Research in Riken contributed to
prepare mouse tissues. First strand cDNA was primed with a primer
[5’ GAGAGAGAGAAGGATCCAAGAGCTCTTTTTTTTTTTTTTTTVN 3’'], CDNA was
prepared by using trehalose thermo-activated reverse transcriptase
and subsequently enriched for full-length by cap-trapper. cDNA went
through one round of normalization to Rot = 10.0 and subtraction to
Rot = 100.0. Second strand cDNA was prepared with the primer
adapter of sequence (5
GAGAGAGAGATTCTCGAGTTAATTAAATTAATCCCCCCCCCCCCC 3’]. cDNA was cleaved
with BamHI and XhoI. Vector: a modified pBluescript KS(+) after
bulk excision from Lambda FLC I. Cloning sites, 5’ end: SalIl; 3’/
end: BamHI. Host: DH10B.
Location/Qualifiers
1. .2045
/organism="Mus musculus"”
/strain="C57BL/6J"
/db_xref="taxon:10090"
/db_xref="MGD:MGI:1336991"
/db_xref="MGD:MGI:1897119"
/clone="5430439E07"
/tissue_type="head"
/clone_lib="RIKEN full-length enriched mouse cDNA library"
/dev_stage="6 days neonate"
<1l. .1545
/note="putative®
/codon_start=1 -
/protein_id="BAB30732.1"
/db_xref="GI:12856636"
/translation="DFEVTFQQSSTAKSATWTYSPLLKKLYCQIAKTCPIQIKVSTPP
PPGTAIRAMPVYKKAEHVTDIVKRCPNHELGRDFNEGQSAPASHLIRVEGNNLAQYVD
DPVTGRQSVVVPYEPPQVGTEFTTILYNFMCNSSCVGGMNRRPILVIITLETRDGQVL
GRRSFEGRICACPGRDRKADEDHYREQQALNESTTKNGAASKRAFKQSPPAIPALGTN
VKKRRHGDEDMFYMHVRGRENFEILMKVKESLELMELVPQPLVDSYRQQQQQQLLQRP
SHLQPPSYGPVLSPMNKVHGGVNKLPSVNQLVGQPPPHSSAAGPNLGPMGSGMLNSHG
HSMPANGEMNGGHSSQTMVSGSHCTPPPPYHADPSLVSFLTGLGCPNCIECFTSQGLQ
SIYHLONLTIEDLGALKVPDQYRMT IWRGLQODLKQSHDCGQQLLRSSSNAATISIGGS
GELQRQRVMEAVHFRVRHT ITIPNRGGAGAVTGPDEWADFGFDLPDCKSRKQPIKEEF
TETESH"

us-09-670-568b-2_copy_145_1488.rst

Page 9

BASE COUNT 465 a 629 ¢ 543 g 408 t
ORIGIN
Query Match 29.0%; Score 390.2; DB 192; Length 2045;
Best Local Similarity 68.1%; Pred. No. 2.3e-99;
Matches 577; Conservative 0; Mismatches 258; Indels 12; Gaps 2;
Qy 412 ttcgacgtgtccttccagcagtcegagcaccgecaagteggcecacctggacgtattecact 471
PEOEE Tttt et e et e by e e e e et i
bb 4 TTCGAGGTCACCTTCCAGCAGTCGAGCACTGCCAAGTCGGCCACCTGGACATACTCCCCA 63
Qy 472 mmmoﬁ@mmammmnnonwoﬁonommmﬁnmnmmmmmnmnmoooomnnom@mnnmmuaﬁamﬁo 531
PEEVEEE b e e et rererrrer et vl
Db 64 CTCTTGAAGAAGTTGTACTGTCAGATTGCTAAGACATGCCCCATCCAGATCAAAGTGTCC 123
Qy 532 accccacctcctcagggagctgttatccgegecatgectgtctacaaaaaagetgagcac 591
I N O O O A A AR AR NN
Db 124 ACACCACCACCCCCGGGCACGGCCATCCGGGCCATGCCTGTCTACAAGAAGGCAGAGCAT 183
Qy 592 mﬁomnu@wmumamnammmnmmnmoooommonmﬂmmmoﬁammnoaﬁmmmnﬂnmmoommmmm 651
I RN R R A N N I e e e A A n|
Db 184 GTGACCGACATTGTTAAGCGCTGCCCCAACCACGAGCTTGGAAGGGACTTCAATGAAGGA 243
Qy 652 cagattgcccctectagtcatttgattcgagtagaggggaacagccatgcccagtatgta 711
IR I N I N N R R A A AN A e A Ay
Db 244 CAGTCTGCCCCGGCTAGCCACCTCATCCGTGTAGAAGGCAACAACCTCGCCCAGTACGTG 303
Qy 712 owmmmﬁooomﬁomommowmomomawmﬁanOﬁmmnmonnﬁwﬁmm@oomnonommoﬁﬁmmo 771
R R AR AN N N A A A e e Ay
Db 304 GATGACCCTGTCACCGGAAGGCAGAGTGTGGTTGTGCCGTATGAACCCCCACAGGTGGGA 363
Qy 772 actgaattcacgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatg 831
PETErrr e v e et teerererereri b brery ke el
Db 364 ACAGAATTTACCACCATCCTGTACAACTTCATGTGTAACAGCAGCTGTGTGGGGGGCATG 423
Qy 832 aaccgccgtccaattttaatcattgttactctggaaaccagagatgggcaagtectggge 891
T N N S e A N e N A N A e Ay
Db 424 AATCGGAGGCCCATCCTTGTCATCATCACCCTGGAGACCCGGGATGGACAGGTCCTGGGC 483
Qy 892 cgacgctgctttgaggcccggatctgtgettgecccaggaagagacaggaaggeggatgaa 951
IR I A N N N i
Db 484 CGCCGGTCTTTCGAGGGTCGCATCTGTGCCTGTCCTGGCCGTGACCGCAAAGCTGATGAA 543
Qy 952 gatagcatcagaaagcagcaagtttcgga------ cagtacaaagaacggtgatggtacg 1005
‘ I ot g NI
Db 544 GACCATTACCGGGAGCAACAGGCTCTGAATGAAAGTACCACCAAAAATGGAGCTGCCAGC 603
Qy 1006 aagcgcccgtttcgtcagaacacacatggtat------ ccagatgacatccatcaagaaa 1059
e bl TRttt I 5 AR
Db 604 AAACGTGCATTCAAGCAGAGCCCCCCTGCCATCCCTGCCCTGGGTACCAACGTGAAGAAG 663
Qy 1060 cgaagatccccagatgatgaactgttatacttaccagtgaggggccgtgagacttatgaa 1119
1 | e i e v e i ol
Db 664 AGACGCCACGGGGACGAGGACATGTTCTACATGCACGTGCGAGGCCGGGAGAACTTTGAG 723
Qy 1120 atgctgttgaagatcaaagagtccctggaactcatgcagtaccttectcagcacacaatt 1179
POt e ekt b e e ke (BEABRANY It
Db 724 ATCTTGATGAAAGTCAAGGAGAGCCTAGAACTGATGGAGCTTGTGCCCCAGCCTTTGGTT 783
Qy 1180 gaaacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaacatcteett 1239
[ R AR AR R AN AR i P
Db 784 GACTCCTATCGACAGCAGCAGCAGCAGCAGCTCCTACAGAGGCCGAGTCACCTGCAGCCT 843
Qy 1240 tcagcct 1246
[RERAR!
Db 844 CCATCCT 850
RESULT 11
AW379300
LOCUS AW379300 565 bp mRNA EST 04-FEB-2000

DEFINITION MRO-HT0241-101299-003-a05 HT0241 Homo sapiens cDNA, mRNA sequence.
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ACCESSION AW379300

VERSION AW379300.1 GI:6883959
KEYWORDS EST.
SOURCE human.

ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 565)
AUTHORS HCGP :ﬁﬁv"\\ttt.Hcatwm.ONQ.UH\Ommmemm.

TITLE The FAPESP/LICR Human Cancer Genome Project
JOURNAL Unpublished (1999)
COMMENT Contact: Simpson A.J.G.

Laboratory of Cancer Genetics
Ludwig Institute for Cancer Research
Rua Prof. Antonio Prudente 109, 4 andar, 01509-010, Sao Paulo-sp,
Brazil
Tel: +55-11-2704922
Fax: +55-11-2707001
Email : mm»aumo:mwcatwm.oum.un
This sequence was derived from the FAPESP/LICR Human Cancer Genome
Project. This entry can be seen in the following URL
A:ﬂﬁvn\\zts.M:Q:Hm.onm.vn\wonpvﬁm\mmﬁ:ﬁspw.vwoﬂpnzzomnwnzzo-:eowpp-
Houumw-oou-mcumﬁunpwmw-pw.womnuluv
Seq primer: puc 18 forward
High quality sequence start: 52
High quality Sequence stop: 331.
FEATURES roomnpo:\0=mwpmwmhm
source 1. .565
/organism="Homo sapiens”
/db_xref="taxon:9606"
/clone_lib="HT0241"
/dev_stage="Adult"
/note="0Organ: head_neck; Vector: pucil$; Site_1: Smal;
Site_2: smar; a mini-library was made by cloning products
derived from ORESTES PCR (U.S. Letters Patent application
No. 196,716 - Ludwig Institute for Cancer Research)
profiles into the PUC 18 vector. Reverse transcription of
tissue mRNA and cDNA amplification were performed under
low stringency conditions.®

BASE COUNT 178 a 126 ¢ 140 g 121 t
ORIGIN
Query Match 28.78%; Score 385.6: DB 115; Length 565;
Best Local Similarity 95.7%; Pred. No. 3.2e-98;
Matches 440; Conservative 0; Mismatches 14; Indels 6; Gaps 4;

Qy 779 ﬂnmnomnmmnnnnmnwowmnnnomnmnonmmomAmommnﬁnﬁnmﬁuommommmommocmo 837
VIVETRIITa 1) PHLLEV IR g L VETVLITTEIE 1))
Db 7 HO>Oownwmeneema>m>>aeao>eaemab>0>nmn>maemeneeon>nnn>en>>oono 66

Qy 838 oononmmnﬁﬁnmmﬁomnnmﬂnmonnnmmmmmonmowmmﬂomanmmmnOOﬁ@munommooo 897
LIVt PELELLLN Tt LTIy
Db 67 onaon>>eeqe»>aoweenee>nenenm>>>on>o>o»enonn»>meonammmnnm»oon 126

Qy 898 nmnnnﬁmmmmnnnmmmnnﬁmﬁnnﬁﬂmnoomnmmmmmmmnmmowmmnoacmn@mm@mnmmo 957
FLEILEIET T LI i1 FTUVLELV LI ET et g
Db 127 eooeeanbmnnnooo>enHneoOean0Oo>nm»$mvmwn>0m>>00000>e0>>0>e>on 186

Qy 958 mnom@mmmaomonmmmﬁnﬁommmnmmnmommmQmmoonnomnmmnmoommmomooomﬁnn 1017
FLELEEg FIELETRIET ) [NRNRARE ARSRREERRENY
Db 187 >e0>o>>>nn>onb>0eeaomm>o>mq>n>>>n»>onneobenoH>On>>ononoomqee 246

Qy 1018 nwnomommomcmnmnmmnmﬂoomn--mﬁomomnnomwommommmommmmmﬁooonmnmﬁm 1075
SNENARRARE LEELrEg LEEVEIEE [NERNRE] L
Db 247 00en>n>>0’n>O>HQQH>eoo>no>eo>n0>eon>eOw50>>>00$>m>e0000>n>60 306

Qy 1076 mnowmnﬂmﬂdwnmOnnmonm@ﬁmmmuwmnnwnmmmmnﬁﬁ.-mnammmﬁmononﬁmwmmmn 1133
ARRERENY [RENRRERRR] FLLEEINLETNT ) VIR
Db 307 >em>boeoee>e>oeebnowoen>mnnonomen>o>oeeewan>>o>enoqoeemw>n»e 366

Qy 1134 ommwmmmﬁoconommmonomnmomonmoOﬁnoonnw.oomowommnﬁmmmwomnmomm@o 1192
RN i g [NNRENARY|

:m-ow-mqo-mmmuuwloowwlwamlwhmm.Hmﬂ Page 10

Db 367 ObbbnwoeOOOSQQ>>OHO>HGO>OHwboaennen>nn>>>>0>>eHQ>>>OQH>OBQOO 426

Qy 1193 mmommnmmommnmoomcomocmmomonnmnmﬁommmmwnw 1232

FELRTERLIITEIT 17 4 LELLEIE it
Db 427 AACAGCAACAGCAGGAGGACCAGCACTTACTTCAGAAACA 466

RESULT 12
AW382186

LOCUsS AW382186 507 bp MRNA EST 04-FEB-2000
DEFINITION OZQ-IeOuMA-wmupmw-HoH-mow HT0324 Homo sapiens cDNA, mRNA sequence.
ACCESSION  AW382186

VERSION AW382186.1 GI:6886845
KEYWORDS EST.
SOURCE human .

ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo .
REFERENCE 1 (bases 1 to 507)
AUTHORS HCGP zﬁnv“\\sti.wcaswm.onw.cn\owmmqmm.

TITLE The FAPESP/LICR Human Cancer Genome Project
JOURNAL Unpublished (1999)
COMMENT Contact: Simpson A.J.G.

Laboratory of Cancer Genetics

Ludwig Institute for Cancer Research

Rua Prof. Antonio Prudente 109, 4 andar, 01509-010, sao Paulo-Sp,

Brazil

Tel: +55-11-2704922

Fax: +55-11-2707001

Email: mmmavmozmpcniwm.onm.Un

This sequence was derived from the FAPESP/LICR Human Cancer Genome

Project. This entry can be seen in the following URL

Azﬂnv“\\sts.pcatwm.onn.Un\monwvnm\mmﬂ:nayw.vHuHHIOKOmnNIOZO.:Houwb-

mewa-Hou-mommnlemwm-Hu.ummﬁ»nwv

Seq primer: puc 18 forward

High quality sequence start: 27

High quality sSequence stop: 398,

FEATURES Location/Qualifiers
source 1. .507

/organism="Homo sapiens"”
/db_xref="taxon:9606"
/clone_lib="HT(324"
/dev_stage="agdult"
/note="0Organ: head_neck; vector: pucl8; Site_l1: SmaI;
Site_2: SmaI; A mini-library was made by cloning products
derived from ORESTES PCR (U.S. Letters Patent application
No. 196,716 - Ludwig Institute for Cancer Research)
profiles into the pUC 18 vector. Reverse transcription of
tissue mRNA and cDNA amplification were performed under
low stringency conditions."

BASE COUNT 150 a 118 ¢ 136 g 103 t
ORIGIN
Query Match 27.1%; Score 364.4; DB 115; Length 507;
Best Local Similarity 92.8%; Pred. No. 3.2e-92;
Matches 464; oo:mmw<mnw<m< 0; Mismatches 16; 1Indels 20; Gaps 7;:

Qy 572 ﬁonmommmmmmQOﬁmmwomocﬁomooomooﬂomnmmmmoaoﬂ@nooommnnmﬁwwonﬂmm 631
i FEEVIV i VUL iy Vi
Db 20 ene>n>»>>>>ooem>mo>noen>onnnnneoneo>omomoamnnno»bnnmeo>onen» 79

.o< 632 mooonmmmﬁnommnomowmmnmmmﬁﬁmnoonﬂoonmmnnmnnﬁowﬁﬁommoﬁmomommmm 691

Vg VLRV PELLETEL il
Db 80 onomam>>een>>nowoon>o>n>aaooonneooqwoen>eeen>eeon»ne>n>oonn> 139

Qy 692 mowmnomﬁoooomonmnonmmwmannocnmnomnmmommomnmomononoonmmnwnnnn 751
FEVTLLEIT i VLU g RSN EAR AR
Db 140 >0>QOQ§%OOOO>ne>emH>O>>Q$enOO>60>O>QD>>O>O>ObQHQHooeomqbnnea 199

Qy 752 mﬁmmmoomoonnmmmﬁnamomonammﬁﬁo.moomommnonﬁmnmolmmﬂnnnmﬂunoﬁmm 809
FLEVEEEe i PLLLEEIEL 1 PIVLEE bt
Db 200 >en>mnn»nonwbmoaemno>oam>>ean>>on>o>meoeane>ow>>a430benene>> 259
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oy 810

cagcagttgtgttggagggatgaaccgccgtecaattttaatcattgttactet--ggaa 867
PRLEEEE R e e e e e e e e e e e
Db 260 CAGCAGTTGTGTTGGAGGGATGAACCGCCGTCCAATTTTAATCATTGTTACTCTTGGAAA 319
Qy 868 accagagatgggcaagtcctgggccgacgctgctttgaggcceggatetgtgettgecca 927
PECEEEERL R e ber by n it b bt
Db 320 ACCAGAGATGGGCAAGTCCTGGGACGACGCTGCTAAGAGGCCCGGATCTGTGCTTGCCCA 379
Qy 928 ggaagag--acaggaaggcggatgaagatagcatcagaaagcagcaagtttcggacagta 985
FLEEETL I TREL R PR e e e e e eyt
Db 380 GGAAGAGCACAGGACAGGCGGATCAAGATAGCATCAGAAAGCAGCCAGTTTCGGACAGTA 439
Qy 986 c-aaagaacggtgatggtacgaagcgcccgtttcgtcagaa-cacacatggtatccagat 1043
RN (3N PEEVEEEEEEEE Ly v
Db 440 CAAAAGAACGGTGATG----=--=-<-=---- CGTATCGTCAGAACCACACATTGTATCCAGAT 487
Qy 1044 gacatccatcaagaaacgaa 1063
PEVEVEEREIererrenitl
Db 488 GACATCCATCAAGAAACGAA 507
RESULT 13
BE752074
LOCUS BE752074 541 bp mRNA : EST 15-SEP-2000
DEFINITION 204371 MARC 2BOV Bos taurus cDNA 5’, mRNA sequence.
ACCESSION BE752074
VERSION BE752074.1 GI:10166066
KEYWORDS EST.
SOURCE Ccow.
ORGANISM Bos taurus
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Cetartiodactyla; Ruminantia; Pecora; Bovoidea;
Bovidae; Bovinae; Bos.
REFERENCE 1 (bases 1 to 541)
AUTHORS Smith,T.P.L., Casas,E., Stone,R.T., Heaton,M.P., Grosse,W.M.,
Bennett,G.A., Fahrenkrug,S.C., Freking,B.A., Rohrer,G.A., Laegreid
,W.W. and Keele,J.W.
TITLE Design and use of four pooled tissue normalized cDNA libraries for
EST discovery in cattle
JOURNAL Unpublished (2000)
COMMENT Contact: Smith TPL
USDA, ARS, US Meat Animal Research Center
PO Box 166, Clay Center, NE 68933-0166, USA
Tel: 402 762 4366
Fax: 402 762 4390
Email: smith@email.marc.usda.gov
Single pass sequencing. Bases called and alt_trimmed with phred
v0.980904 .e. Vector identified by cross_match with the -minscore 18
and -minmatch 12 options.
PCR PRimers
FORWARD: AGGAAACAGCTATGACCAT
BACKWARD: GTTTTCCCAGTCACGACG
Plate: 45 row: M column: 16
Seq primer: ATTTAGGTGACACTATAG.
FEATURES . Location/Qualifiers
source 1. .541
/organism="Bos taurus"
/db_xref="taxon:9913"
/clone_lib="MARC 2BOV®
/tissue_type="pooled"
/lab_host="DH10B"
/note="Vector: pCMV SPORT6; Site_1: XbaI; Site_2: XhoI;
Library made from pooled tissue from testis, thymus,
semitendonosus muscle, longissimus muscle, pancreas,
adrenal, and endometrium.*®
BASE COUNT 149 a 132 ¢ 133 g 127 t
ORIGIN
Query Match 27.0%; Score 363; DB 139; Length 541;
Best Local Similarity 93.8%; Pred. No. 8.le-92;
Matches 378; Conservative 0; Mismatches 25; 1Indels 0; Gaps 0;

:m-ow-mqo:wmmvnwloowwlwamlwhwm.Hmﬂ

Page 11

Qy 942 ggcggatgaagatagcatcagaaagcagcaagtttcggacagtacaaagaacggtgatgg 1001
TEEPCRTEEE et bbb e e e bt ey et vl
Db 1 GGCGGATGAAGATAGCATCAGAAAGCAGCAGGTCTCGGACAGCACAAAGAATGGTGATGG 60
Qy 1002 tacgaagcgecegtttegtcagaacacacatggtatccagatgacatccatcaagaaacg 1061
PEOTETEREEEt b e b b et Perert e et el
Db 61 TACGAAGCGCCCTTTCCGTCAGAACACACATGGCATCCAGATGACATCCATCAAGAAACG 120
Qy 1062 aagatccccagatgatgaactgttatacttaccagtgaggggccgtgagacttatgaaat 1121
FELCLEETIY TRttty e ey ey ey bee e g il
Db 121 AAGATCCCCAGATGATGAACTGTTATACTTACCAGTAAGGGGCCGTGAGACTTACGAAAT 180
Qy 1122 gctgttgaagatcaaagagtccctggaactcatgcagtaccttcctcagcacacaattga 1181
PEVE CRCrere et cbre et et b i rtr b e er bbb b e bl
Db 181 GCTGCTGAAGATCAAAGAATCCCTGGAACTCATGCAGTACCTTCCTCAGCACACGATTGA 240
Qy 1182 aacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaacatctecctttc 1241
o [N Forr erererervrerer rerererererererererer
Db 241 AACCTACAGGCAGCAGCAGCAACAGCAGCACCAGCATTTACTTCAGAAACATCTCCTTTC 300
Qy 1242 agcctgcettcaggaatgagcttgtggageccccggagagaaactccaaaacaatctgacgt 1301
PORCRPEE T e b vy e e byt et e v trererenend
Db 301 AGCCTGCTTCAGGAATGAGCTTGTGGAGCCGCGGAGAGAAACCCCGAGACAATCTGACGC 360
Qy 1302 cttctttagacattccaagcccccaaaccgatcagtgtaccca 1344
PEVELCLETR ety vty
Db 361 CTTCTTTAGACATTCCAGTCCCCCAAATCGATCAGTGTACCCA 403
RESULT 14
BF303874
LOCUS BF303874 595 bp mRNA . EST 21-NOV-2000
DEFINITION 601886681F2 NIH_MGC_17 Homo sapiens CDNA clone IMAGE:4120604 5',
mRNA sequence.
ACCESSION BF303874
VERSION BF303874.1 GI:11250551
KEYWORDS EST.
SOURCE human .
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 595)
AUTHORS NIH-MGC http://mgc.nci.nih.gov/.
TITLE National Institutes of Health, Mammalian Gene Collection (MGC)
JOURNAL Unpublished (1999)
COMMENT Contact: Robert Strausberg, Ph.D.
Email: cgapbs-rémail.nih.gov
Tissue Procurement: ATCC
cDNA Library Preparation: Ling Hong/Rubin Laboratory
cDNA Library Arrayed by: The I.M.A.G.E. Consortium (LLNL)
DNA Sequencing by: Incyte Genomics, Inc.
Clone distribution: MGC clone distribution information can be
found through the I.M.A.G.E. Consortium/LLNL at: image.llnl.gov
Plate: LLCM1001 row: a column: 21
High quality sequence stop: 595.
FEATURES Location/Qualifiers
source 1. .595
/organism="Homo sapiens"”
/db_xref="taxon:9606"
/clone="IMAGE:4120604"
/clone_lib="NIH_MGC_17"
/tissue_type="rhabdomyosarcoma”
/lab_host="DH10B (phage-resistant)"”
/note="0rgan: muscle; Vector: pOTB7; Site_l: ECORI;
Site_2: XhoI; cDNA made by oligo-dT priming.
Directionally cloned into EcoRI/Xhol sites using the
following 5’ adaptor: GGCACGAG(G). Size-selected >500bp
for average insert size 1.8kb. Library constructed by
Ling Hong in the laboratory of Gerald M. Rubin (University
of California, Berkeley) using ZAP-cDNA synthesis kit
(Stratagene) and Superscript II RT (Life Technologies)."
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ORIGIN
Query Match 26.8%; Score 359.6; DB 146; Length 595;
Best Local Similarity 76.1%; pPred. No. 7.6e-91;
Matches 443; Conservative 0; Mismatches 139; Indels 0; Gaps
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RESULT 15
BF304617
LOCUS BF304617 935 bp mRNA EST 21-NOV-2000
DEFINITION 601888019F1 NIH_MGC_17 Homo sapiens cDNA clone IMAGE:4121861 5/,
mRNA sequence.
ACCESSION BF304617
VERSION BF304617.1 GI:11251371
KEYWORDS EST. -
SOURCE human.
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 935)
AUTHORS NIH-MGC http://mgc.nci.nih.gov/. .
TITLE National Institutes of Health, Mammalian Gene Collection (MGC)
JOURNAL  Unpublished (1999)
COMMENT Contact: Robert Strausberg, Ph.D.

Tue Aug 14 11:34:30 2001

Email: cgapbs-r@mail.nih.gov
Tissue Procurement: ATCC

CDNA Library Preparation: Ling Hong/Rubin Laboratory
CDNA Library Arrayed by: The I.M.A.G.E. Consortium (LLNL)
DNA Sequencing by: Incyte Genomics, Inc.

Clone distribution: MGC clone distribution information can be

found through the I.M.A.G.E. Consortium/LLNL at:
Plate: LLCM1004 row: f column: 06

image.llnl.gov

0;

FEATURES Location/Qualifiers
source 1. .935
/organism="Homo sapiens”
/db_xref="taxon:9606"
/clone="IMAGE:4121861"
/clone_1ib="NIH_MGC_17"
/tissue_type="rhabdomyosarcoma"
/lab_host="DH10B (phage-resistant)"
/note="Organ: muscle; Vector: pOTB7; Site_l: ECORI;
Site_2: XhoI; cDNA made by oligo-dT priming.
Directionally cloned into EcoRI/XhoI sites using the
following 5’ adaptor: GGCACGAG(G). Size-selectéd >500bp
for average insert size 1.8kb. Library constructed by
Ling Hong in the laboratory of Gerald M. Rubin (University
of California, Berkeley) using ZAP-cDNA synthesis kit
(Stratagene) and Superscript II RT (Life Technologies)."
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ORIGIN
Query Match 26.1%; Score 350.6; DB 147; Length 935;
Best Local Similarity 76.2%; Pred. No. 3.le-88;
Matches 470; Conservative 0; Mismatches 144;. Indels 3; Gaps
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st i
Db 601 GCGCCTGTCCTGGCGGA 617

Search completed: August 9,

us-09-670-568b-2_copy_145_1488.rst

High quality sequence stop: 657.

2001, 23:55:49

Job time: 1508 sec
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